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SEQUENCE LISTING 

<110> McCall, Catherine A. 
Hunter, Shirley Wu 
Weber, Eric R. 

<120> NOVEL DERMATO PHAGO I DE S NUCLEIC ACID MOLECULES, PROTEINS 
AND USES THEREOF 

<130> AL-2-C4 

<140> not yet assigned 
<141> 2000-09-14 

<150> 09/292,225 
<151> 1999-04-15 

<150> 60/098,909 
<151> 1998-09-02 

<150> 60/085,295 
<151> 1998-05-13 

<150> 60/098,565 
<151> 1998-04-17 

<150> 09/062,013 
<151> 1998-04-17 

<160> 57 

<170> Patentln Ver . 2.1 

<210> 1 
<211> 14 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 1 

Ser lie Lys Arg Asp His Asn Asp Tyr Ser Lys Asn Pro Met 
15 10 



<210> 2 

<211> 20 

<212> PRT 

<213> Dermatophagoides farinae 



1 



<400> 2 

Asp Tyr Glu Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys Ala Pro Leu 
15 10 15 

Tyr Lys Arg Pro 
20 

<210> 3 
<211> 20 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 3 

Asp lie Pro His Pro Thr Asn lie His Lys Tyr Leu Val Cys Glu Ser 
15 10 15 

Val Asn Gly Gly 
20 



<210> 4 
<211> 20 
<212> PRT 
<213> Dermatophagoides farinae 

<400> 4 

Asp Pro Ala Lys Gly Met Ser Pro Pro Gly Phe lie Val Gly Glu Glu 
15 10 15 

Gly Val Leu Ser 
20 



<210> 5 
<211> 12 
<212> PRT 
<213> Dermatophagoides farinae 

<400> 5 

Asp Glu Lys Asn Ser Phe Glu Cys lie Leu Gly Pro 
15 10 



<210> 6 
<211> 18 
<212> PRT 
<213> Dermatophagoides farinae 





<400> 6 

Asp Ala Phe Glu Pro His Gly Tyr Leu Leu Thr Ala Ala Val Ser Pro 
15 10 15 

Gly Lys 



<210> 7 
<211> 13 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 7 

Asp Lys Gin Asn Tyr Leu Ala Leu Val Arg Glu Leu Lys 
15 10 



u 


<210> 8 








<211> 24 








<212> PRT 






5 z-s 


<213> Dermatophagoides farinae 






i M 

*d 

; .. 3 


<400> 8 

Asp Met Ala Gin Asn Tyr Lys Tyr Arg 


Gin Gin Phe 


lie Gin Ser 




1 5 


10 


15 


b 










Leu Asn Asn Gly Ala Thr Arg Gin 






{«& 


20 














u 









<210> 9 
<211> 23 
<212> PRT 

<213> Dermatophagoides farinae 



<220> 

<223> At locations 3 and 7, Xaa = any amino acid 
<400> 9 

Asp Glu Xaa Asn Val Met Xaa Tyr Val Leu Tyr Thr Met His Tyr Tyr 
15 10 15 

Leu Asn Asn Gly Ala Thr Arg 
20 



3 



<210> 10 
<211> 17 
<212> PRT 
<213> Dermatophagoides farinae 

<220> 

<223> At location 14, Xaa - any amino acid 
<400> 10 

Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Xaa Ser lie 
15 10 15 

Glu 



<210> 11 
<211> 19 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 11 

Asp lie Pro His Pro Thr Asn lie His Lys Tyr Leu Val Cys Glu Ser 
15 10 15 

Val Asn Gly 



<210> 12 
<211> 18 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 12 

Asp Tyr Ala Lys Asn Pro Lys Arg lie Val Cys lie Val Gly Thr Glu 
15 10 15 

Gly Val 



<210> 13 
<211> 20 
<212> PRT 

<213> Dermatophagoides farinae 



<400> 13 



Asp Pro Ala Lys Gly 
1 5 



Ser Pro Pro Gly Phe lie Val Gly Glu Glu 
10 15 



Gly Val Leu Ser 
20 



IJ1 



<210> 14 
<211> 1752 
<212> DNA 

<213> Dermatophagoides farinae 

<220> 
<221> CDS 
<222> (1) . . (1665) 

<400> 14 

atg aaa acc ata tat gca ata ctt agt att atg gcc tgc att ggc ctt 48 

Met Lys Thr lie Tyr Ala lie Leu Ser lie Met Ala Cys lie Gly Leu 

15 10 15 

atg aat gca tec ate aaa cga gat cat aat gat tat teg aaa aat ccg 96 
Met Asn Ala Ser lie Lys Arg Asp His Asn Asp Tyr Ser Lys Asn Pro 
20 25 30 

atg aga att gtt tgt tat gtt gga aca tgg tec gta tat cat aaa gtt 144 

Met Arg lie Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val 

p 35 40 45 

M> gat cca tac act ate gaa gat att gat cca ttc aag tgt aca cat tta 192 

:p Asp Pro Tyr Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu 
U 50 55 60 

atg tat ggt ttc get aaa att gat gaa tac aaa tac aca att caa gtt 240 
Met Tyr Gly Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val 
65 70 75 80 

ttc gat cct tac caa gat gat aac cat aac tea tgg gaa aaa cgt ggt 288 
Phe Asp Pro Tyr Gin Asp Asp Asn His Asn Ser Trp Glu Lys Arg Gly 
85 90 95 

tat gaa cgt ttc aac aac ttg cga ttg aag aat cca gaa tta acc acc 33 6 
Tyr Glu Arg Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr 
100 105 110 

atg att tea ctt ggt ggt tgg tat gaa ggc teg gaa aaa tat tec gat 384 
Met lie Ser Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp 
115 120 125 



5 



atg get gca aat cca aca tat cgt caa caa ttc ata caa tea gtt ttg 432 

Met Ala Ala Asn Pro Thr Tyr Arg Gin Gin Phe lie Gin Ser Val Leu 

130 135 140 

gac ttt ttg caa gaa tac aag ttc gac ggt eta gat ttg gat tgg gag 480 

Asp Phe Leu Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu 
145 150 155 160 

tat cct gga tct cga ttg ggt aac ccg aaa ate gat aaa caa aac tat 52 8 

Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr 
165 170 175 

ttg get ttg gtt aga gaa ctt aaa gac get ttt gaa cct cat ggc tac 576 

Leu Ala Leu Val Arg Glu Leu Lys Asp Ala Phe Glu Pro His Gly Tyr 
180 185 190 

ttg ttg act get gca gta tea cca ggt aaa gac aaa ate gac cga get 62 4 

Leu Leu Thr Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Arg Ala 

195 200 205 

tat gat ate aaa gaa ttg aac aaa ttg ttc gat tgg atg aat gtc atg 672 

Tyr Asp lie Lys Glu Leu Asn Lys Leu Phe Asp Trp Met Asn Val Met 

210 215 220 

aca tat gat tac cac ggt gga tgg gaa aac ttt tac ggt cac aat get 720 

Thr Tyr Asp Tyr His Gly Gly Trp Glu Asn Phe Tyr Gly His Asn Ala 
225 230 235 240 

ccg ttg tat aaa cga cca gat gaa act gat gag ttg cac act tac ttc 768 

Pro Leu Tyr Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe 
245 250 255 

aat gtc aac tac acc atg cac tat tat ttg aac aat ggt gec acc aga 816 

Asn Val Asn Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg 
260 265 270 

gac aaa ttg gta atg ggt gtt cca ttc tat ggc cgt get tgg age att 864 

Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie 

275 280 285 

gaa gat cga age aaa etc aaa ctt gga gat cca gec aaa ggc atg teg 912 

Glu Asp Arg Ser Lys Leu Lys Leu Gly Asp Pro Ala Lys Gly Met Ser 

290 295 300 

ccc cca ggt ttc att tct ggt gaa gaa ggt gtc etc tea tat ata gaa 960 

Pro Pro Gly Phe lie Ser Gly Glu Glu Gly Val Leu Ser Tyr lie Glu 
305 310 315 320 



ttg tgt caa ttg ttt caa aaa gaa gaa tgg cat ate caa tac gat gaa 
Leu Cys Gin" Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu 
325 330 335 



tat tac aat get cca tat ggt tac aat gat aaa ate tgg gtc ggt tac 
Tyr Tyr Asn Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr 
340 345 350 

gat gat ctg gec agt ata tea tgc aag ttg get ttc ctg aaa gaa tta 
Asp Asp Leu Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu 
355 360 365 

ggc gtt tct ggt gtc atg gtt tgg tea ttg gaa aat gat gat ttc aaa 
Gly Val Ser Gly Val Met Val Trp Ser Leu Glu Asn Asp Asp Phe Lys 
370 375 380 

ggt cac tgc gga ccg aaa aat cca ttg ttg aac aaa gtt cat aat atg 
Gly His Cys Gly Pro Lys Asn Pro Leu Leu Asn Lys Val His Asn Met 
385 390 395 400 

att aat ggc gat gaa aag aac tct ttc gaa tgc att ttg ggt cca agt 
lie Asn Gly Asp Glu Lys Asn Ser Phe Glu Cys lie Leu Gly Pro Ser 
.405 410 415 

aca acg aca cca act cca acg acg aca ccc aca acc ccg act aca acg 
Thr Thr Thr Pro Thr Pro Thr Thr Thr Pro Thr Thr Pro Thr Thr Thr 
420 425 430 

cca aca act cct tct ccc acc acc ccg aca aca acc cct tct ccc acc 
Pro Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser Pro Thr 
435 440 445 

"acc ccg aca aca acc cct tct ccc acc aca ccg aca aca act cct tct 
Thr Pro Thr Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser 
450 455 460 

ccc acc aca cca aca cca aca aca cca aca cca gec cct aca aca teg 
Pro Thr Thr Pro Thr Pro Thr Thr Pro Thr Pro Ala Pro Thr Thr Ser 
465 470 475 480 

aca cct teg cca acc acg acc gaa cac aca age gaa aca cca aaa tat 
Thr Pro Ser Pro Thr Thr Thr Glu His Thr Ser Glu Thr Pro Lys Tyr 
485 490 495 



aca acc tat gtc gat gga cat ctt ate aaa tgt tac aag gaa ggt gat 
Thr Thr Tyr Val Asp Gly His Leu lie Lys Cys Tyr Lys Glu Gly Asp 
500 505 510 



ate cca cat cca acc aat ata cac aaa tat ttg gtc tgt gaa ttt gtt 1584 
lie Pro His Pro Thr Asn lie His Lys Tyr Leu Val Cys Glu Phe Val 
515 520 525 

aat ggt ggc tgg tgg gtt cat att atg ccc tgt cca ccg ggc act att 1632 
Asn Gly Gly Trp Trp Val His lie Met Pro Cys Pro Pro Gly Thr lie 
530 535 540 



tgg tgt caa gaa aaa ttg act tgt ata ggc gaa taattctgaa aaaaaaattc 1685 
Trp Cys Gin Glu Lys Leu Thr Cys lie Gly Glu 
545 550 555 

aattaaaatt taaaattcaa tttttaatat gaaaaattca aaaaaaaaaa aaaaaaaaaa 1745 
aaaaaaa 1752 



<210> 15 

Q <211> 555 

*S <212> PRT 

.'SS5. 

<213> Dermatophagoides farinae 



in 



<400> 15 

Met Lys Thr lie Tyr Ala lie Leu Ser lie Met Ala Cys lie Gly Leu 
15 10 15 

P Met Asn Ala Ser lie Lys Arg Asp His Asn Asp Tyr Ser Lys Asn Pro 
S 20 25 30 



o 



Met Arg lie Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val 
35 40 45 

Asp Pro Tyr Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu 
50 55 60 

Met Tyr Gly Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val 
65 70 75 80 

Phe Asp Pro Tyr Gin Asp Asp Asn His Asn Ser Trp Glu Lys Arg Gly 
85 90 95 

Tyr Glu Arg Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr 
100 105 110 

Met lie Ser Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp 
115 120 125 



8 



Met Ala Ala Asn Pro Thr Tyr Arg Gin Gin Phe lie Gin Ser Val Leu 
130 135 140 

Asp Phe Leu Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu 
145 150 155 160 

Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr 
165 170 175 

Leu Ala Leu Val Arg Glu Leu Lys Asp Ala Phe Glu Pro His Gly Tyr 
180 185 190 

Leu Leu Thr Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Arg Ala 
195 200 205 

Tyr Asp lie Lys Glu Leu Asn Lys Leu Phe Asp Trp Met Asn Val Met 
210 215 220 

Thr Tyr Asp Tyr His Gly Gly Trp Glu Asn Phe Tyr Gly His Asn Ala 
O 225 230 235 240 



■jy 

S li 

SI I 



Pro Leu Tyr Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe 
245 250 255 

Asn Val Asn Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg 
M 260 265 270 

si 

pj Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie 
;Q 275 280 285 

U 

ep Glu Asp Arg Ser Lys Leu Lys Leu Gly Asp Pro Ala Lys Gly Met Ser 
Q 290 295 300 

SraJ 

Pro Pro Gly Phe lie Ser Gly Glu Glu Gly Val Leu Ser Tyr lie Glu 
305 310 315 320 

Leu Cys Gin Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu 
325 330 335 

Tyr Tyr Asn Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr 
340 345 350 

Asp Asp Leu Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu 
355 360 365 

Gly Val Ser Gly Val Met Val Trp Ser Leu Glu Asn Asp Asp Phe Lys 
370 375 380 



9 



Gly His Cys Gly Pro Lys Asn Pro Leu Leu Asn Lys Val His Asn Met 
385 390 395 400 



lie Asn Gly Asp Glu Lys Asn Ser Phe Glu Cys lie Leu Gly Pro Ser 
405 410 415 

Thr Thr Thr Pro Thr Pro Thr Thr Thr Pro Thr Thr Pro Thr Thr Thr 
420 425 430 

Pro Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser Pro Thr 
435 440 445 

Thr Pro Thr Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser 
450 455 460 

Pro Thr Thr Pro Thr Pro Thr Thr Pro Thr Pro Ala Pro Thr Thr Ser 
465 470 475 480 

Thr Pro Ser Pro Thr Thr Thr Glu His Thr Ser Glu Thr Pro Lys Tyr 
485 490 495 



m 

t ~ S 



Thr Thr Tyr Val Asp Gly His Leu lie Lys Cys Tyr Lys Glu Gly Asp 
500 505 510 

lie Pro His Pro Thr Asn lie His Lys Tyr Leu Val Cys Glu Phe Val 
515 520 525 



3 - 



Asn Gly Gly Trp Trp Val His lie Met Pro Cys Pro Pro Gly Thr lie 
530 535 540 

Trp Cys Gin Glu Lys Leu Thr Cys lie Gly Glu 
545 550 555 



ltd 



<210> 16 
<211> 1752 
<212> DNA 

<213> Dermatophagoides farinae 
<400> 16 

tttttttttt tttttttttt ttttttttga atttttcata ttaaaaattg aattttaaat 60 
tttaattgaa tttttttttc agaattattc gcctatacaa gtcaattttt cttgacacca 120 
aatagtgccc ggtggacagg gcataatatg aacccaccag ccaccattaa caaattcaca 180 
gaccaaatat ttgtgtatat tggttggatg tgggatatca ccttccttgt aacatttgat 240 
aagatgtcca tcgacatagg ttgtatattt tggtgtttcg cttgtgtgtt cggtcgtggt 300 
tggcgaaggt gtcgatgttg taggggctgg tgttggtgtt gttggtgttg gtgtggtggg 3 60 
agaaggagtt gttgtcggtg tggtgggaga aggggttgtt gtcggggtgg tgggagaagg 42 0 



10 



ggttgttgtc ggggtggtgg gagaaggagt tgttggcgtt gtagtcgggg ttgtgggtgt 480 
cgtcgttgga gttggtgtcg ttgtacttgg acccaaaatg cattcgaaag agttcttttc 540 
atcgccatta atcatattat gaactttgtt caacaatgga tttttcggtc cgcagtgacc 600 
tttgaaatca tcattttcca atgaccaaac catgacacca gaaacgccta attctttcag 660 
gaaagccaac ttgcatgata tactggccag atcatcgtaa ccgacccaga ttttatcatt 720 
gtaaccatat ggagcattgt aatattcatc gtattggata tgccattctt ctttttgaaa 780 
caattgacac aattctatat atgagaggac accttcttca ccagaaatga aacctggggg 840 
cgacatgcct ttggctggat ctccaagttt gagtttgctt cgatcttcaa tgctccaagc 900 
acggccatag aatggaacac ccattaccaa tttgtctctg gtggcaccat tgttcaaata 9 60 
atagtgcatg gtgtagttga cattgaagta agtgtgcaac tcatcagttt catctggtcg 1020 
tttatacaac ggagcattgt gaccgtaaaa gttttcccat ccaccgtggt aatcatatgt 1080 
catgacattc atccaatcga acaatttgtt caattctttg atatcataag ctcggtcgat 1140 
tttgtcttta cctggtgata ctgcagcagt caacaagtag ccatgaggtt caaaagcgtc 1200 
tttaagttct ctaaccaaag ccaaatagtt ttgtttatcg attttcgggt tacccaatcg 1260 
agatccagga tactcccaat ccaaatctag accgtcgaac ttgtattctt gcaaaaagtc 1320 
caaaactgat tgtatgaatt gttgacgata tgttggattt gcagccatat cggaatattt 13 80 
ttccgagcct tcataccaac caccaagtga aatcatggtg gttaattctg gattcttcaa 1440 
tcgcaagttg ttgaaacgtt cataaccacg tttttcccat gagttatggt tatcatcttg 1500 
gtaaggatcg aaaacttgaa ttgtgtattt gtattcatca attttagcga aaccatacat 1560 
Q taaatgtgta cacttgaatg gatcaatatc ttcgatagtg tatggatcaa ctttatgata 1620 
-41 tacggaccat gttccaacat aacaaacaat tctcatcgga tttttcgaat aatcattatg 1680 
'•^J atctcgtttg atggatgcat tcataaggcc aatgcaggcc ataatactaa gtattgcata 1740 
jj-j tatggttttc at 1752 

m 

<210> 17 
r" <211> 1665 
H <212> DNA 

ICS? 

;£j <213> Dermatophagoides farinae 

=C <220> 

O <221> CDS 

Q <222> (1) . . (1665) 

<400> 17 

atg aaa acc ata tat gca ata ctt agt att atg gcc tgc att ggc ctt 48 

Met Lys Thr lie Tyr Ala lie Leu Ser lie Met Ala Cys lie Gly Leu 
15 10 15 

atg aat gca tec ate aaa cga gat cat aat gat tat teg aaa aat ccg 96 
Met Asn Ala Ser lie Lys Arg Asp His Asn Asp Tyr Ser Lys Asn Pro 
20 25 30 

atg aga att gtt tgt tat gtt gga aca tgg tec gta tat cat aaa gtt 144 
Met Arg lie Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val 
35 40 45 

gat cca tac act ate gaa gat att gat cca ttc aag tgt aca cat tta 192 



11 



Asp Pro Tyr Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu 

50 55 60 

atg tat ggt ttc get aaa att gat gaa tac aaa tac aca att caa gtt 240 

Met Tyr Gly Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val 

65 ' 70 75 80 

ttc gat cct tac caa gat gat aac cat aac tea tgg gaa aaa cgt ggt 288 

Phe Asp Pro Tyr Gin Asp Asp Asn His Asn Ser Trp Glu Lys Arg Gly 

85 90 95 

tat gaa cgt ttc aac aac ttg cga ttg aag aat cca gaa tta acc acc 33 6 

Tyr Glu Arg Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr 

100 105 110 

atg att tea ctt ggt ggt tgg tat gaa ggc teg gaa aaa tat tec gat 384 

Met lie Ser Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp 

115 120 125 

U atg get gca aat cca aca tat cgt caa caa ttc ata caa tea gtt ttg 432 

Met Ala Ala Asn Pro Thr Tyr Arg Gin Gin Phe lie Gin Ser Val Leu 

Ul 130 135 140 

U~: ttt ttg caa gaa tac aag ttc gac ggt eta gat ttg gat tgg gag 480 

■~ Asp Phe Leu Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu 

jTj 145 150 155 160 

E: 

p tat cct gga tct cga ttg ggt aac ccg aaa ate gat aaa caa aac tat 528 

yg Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr 

H< 165 170 175 

y ttg get ttg gtt aga gaa ctt aaa gac get ttt gaa cct cat ggc tac 57 6 

§=J Leu Ala Leu Val Arg Glu Leu Lys Asp Ala Phe Glu Pro His Gly Tyr 

180 185 190 

ttg ttg act get gca gta tea cca ggt aaa gac aaa ate gac cga get 624 

Leu Leu Thr Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Arg Ala 

195 200 205 

tat gat ate aaa gaa ttg aac aaa ttg ttc gat tgg atg aat gtc atg 672 

Tyr Asp lie Lys Glu Leu Asn Lys Leu Phe Asp Trp Met Asn Val Met 

210 215 220 

aca tat gat tac cac ggt gga tgg gaa aac ttt tac ggt cac aat get 720 

Thr Tyr Asp Tyr His Gly Gly Trp Glu Asn Phe Tyr Gly His Asn Ala 

225 230 235 240 

ccg ttg tat aaa cga cca gat gaa act gat gag ttg cac act tac ttc 7 68 



12 



t • 

j Pro Asp Glu Thr Asp Glu Leu His Thr 1 



Pro Leu Tyr Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe 
245 250 255 

aat gtc aac tac acc atg cac tat tat ttg aac aat ggt gcc acc aga 816 
Asn Val Asn Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg 
260 265 270 

gac aaa ttg gta atg ggt gtt cca ttc tat ggc cgt get tgg age att 864 
Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie 
275 280 285 

gaa gat cga age aaa etc aaa ctt gga gat cca gcc aaa ggc atg teg 912 
Glu Asp Arg Ser Lys Leu Lys Leu Gly Asp Pro Ala Lys Gly Met Ser 
290 295 300 

ccc cca ggt ttc att tct ggt gaa gaa ggt gtc etc tea tat ata gaa 960 
Pro Pro Gly Phe lie Ser Gly Glu Glu Gly Val Leu Ser Tyr lie Glu 
305 310 315 320 

ttg tgt caa ttg ttt caa aaa gaa gaa tgg cat ate caa tac gat gaa 1008 
Leu Cys Gin Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu 
325 330 335 

tat tac aat get cca tat ggt tac aat gat aaa ate tgg gtc ggt tac 1056 
Tyr Tyr Asn Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr 
340 345 350 

O gat gat ctg gcc agt ata tea tgc aag ttg get ttc ctg aaa gaa tta 1104 

*D Asp Asp Leu Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu 

M= 355 360 365 

!i ggc gtt tct ggt gtc atg gtt tgg tea ttg gaa aat gat gat ttc aaa 1152 

U Gly Val Ser Gly Val Met Val Trp Ser Leu Glu Asn Asp Asp Phe Lys 
370 375 380 

ggt cac tgc gga ccg aaa aat cca ttg ttg aac aaa gtt cat aat atg 1200 
Gly His Cys Gly Pro Lys Asn Pro Leu Leu Asn Lys Val His Asn Met 
385 390 395 400 

att aat ggc gat gaa aag aac tct ttc gaa tgc att ttg ggt cca agt 1248 
lie Asn Gly Asp Glu Lys Asn Ser Phe Glu Cys lie Leu Gly Pro Ser 
405 410 415 

aca acg aca cca act cca acg acg aca ccc aca acc ccg act aca acg 1296 
Thr Thr Thr Pro Thr Pro Thr Thr Thr Pro Thr Thr Pro Thr Thr Thr 
420 425 430 

cca aca act cct tct ccc acc acc ccg aca aca acc cct tct ccc acc 1344 
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Pro Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser Pro Thr 

435 440 445 

acc ccg aca aca acc cct tct ccc acc aca ccg aca aca act cct tct 13 92 

Thr Pro Thr Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser 
450 455 460 

ccc acc aca cca aca cca aca aca cca aca cca gcc cct aca aca teg 1440 

Pro Thr Thr Pro Thr Pro Thr Thr Pro Thr Pro Ala Pro Thr Thr Ser 
465 470 475 480 

aca cct teg cca acc acg acc gaa cac aca age gaa aca cca aaa tat 1488 

Thr Pro Ser Pro Thr Thr Thr Glu His Thr Ser Glu Thr Pro Lys Tyr 
485 490 495 

aca acc tat gtc gat gga cat ctt ate aaa tgt tac aag gaa ggt gat 153 6 

Thr Thr Tyr Val Asp Gly His Leu lie Lys Cys Tyr Lys Glu Gly Asp 
500 505 510 

O ate cca cat cca acc aat ata cac aaa tat ttg gtc tgt gaa ttt gtt 1584 

*Q He Pro His Pro Thr Asn He His Lys Tyr Leu Val Cys Glu Phe Val 

T § 515 520 525 



5 : = 

5 ISP 



aat ggt ggc tgg tgg gtt cat att atg ccc tgt cca ccg ggc act att 1632 
Asn Gly Gly Trp Trp Val His He Met Pro Cys Pro Pro Gly Thr He 
530 535 540 



P tgt caa gaa aaa ttg act tgt ata ggc gaa 1665 

ijg Trp Cys Gin Glu Lys Leu Thr Cys He Gly Glu 
jM: 545 550 555 



<210> 18 
<211> 555 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 18 

Met Lys Thr He Tyr Ala He Leu Ser He Met Ala Cys He Gly Leu 
15 10 15 

Met Asn Ala Ser He Lys Arg Asp His Asn Asp Tyr Ser Lys Asn Pro 
20 25 30 

Met Arg He Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val 
35 40 45 

Asp Pro Tyr Thr He Glu Asp He Asp Pro Phe Lys Cys Thr His Leu 
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50 55 60 

Met Tyr Gly Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val 
65 70 75 80 

Phe Asp Pro Tyr Gin Asp Asp Asn His Asn Ser Trp Glu Lys Arg Gly 
85 90 95 

Tyr Glu Arg Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr 
100 105 110 

Met lie Ser Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp 
115 120 125 

Met Ala Ala Asn Pro Thr Tyr Arg Gin Gin Phe lie Gin Ser Val Leu 
130 135 140 

Asp Phe Leu Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu 
145 150 155 160 

S 3 

]M Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr 
j£J 165 170 175 

|U 

jr's Leu Ala Leu Val Arg Glu Leu Lys Asp Ala Phe Glu Pro His Gly Tyr 
|q 180 185 190 

ijy 

j. Leu Leu Thr Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Arg Ala 
p 195 200 205 

je& Tyr Asp lie Lys Glu Leu Asn Lys Leu Phe Asp Trp Met Asn Val Met 
«P 210 215 220 

O 

?sJ Thr Tyr Asp Tyr His Gly Gly Trp Glu Asn Phe Tyr Gly His Asn Ala 
225 230 235 240 

Pro Leu Tyr Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe 
245 250 ^ 255 

Asn Val Asn Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg 
260 265 270 

Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie 
275 280 285 

Glu Asp Arg Ser Lys Leu Lys Leu Gly Asp Pro Ala Lys Gly Met Ser 
290 295 300 

Pro Pro Gly Phe lie Ser Gly Glu Glu Gly Val Leu Ser Tyr lie Glu 
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305 



315 



320 



Leu Cys Gin Leu Phe 
325 

Tyr Tyr Asn Ala Pro 
340 

Asp Asp Leu Ala Ser 
355 

Gly Val Ser Gly Val 
370 

Gly His Cys Gly Pro 
385 

lie Asn Gly Asp Glu 
405 

"y Thr Thr Thr Pro Thr 

:£? 420 

s-a-s 
\*'* 

:c ; 

I* Pro Thr Thr Pro Ser 

l ~ 43 5 

Thr Pro Thr Thr Thr 

M: Pro Thr Thr Pro Thr 
£ 465 

M 

jess. 

W Thr Pro Ser Pro Thr 

485 

Thr Thr Tyr Val Asp 
500 

lie Pro His Pro Thr 
515 

Asn Gly Gly Trp Trp 
530 

Trp Cys Gin Glu Lys 
545 



Gin Lys Glu Glu Trp 
330 

Tyr Gly Tyr Asn Asp 
345 

lie Ser Cys Lys Leu 
360 

Met Val Trp Ser Leu 
375 

Lys Asn Pro Leu Leu 
390 

Lys Asn Ser Phe Glu 
410 

Pro Thr Thr Thr Pro 
425 

Pro Thr Thr Pro Thr 
440 

Pro Ser Pro Thr Thr 
455 

Pro Thr Thr Pro Thr 
470 

Thr Thr Glu His Thr 
490 

Gly His Leu lie Lys 
505 

Asn lie His Lys Tyr 
520 

Val His lie Met Pro 
535 

Leu Thr Cys lie Gly 
550 



His lie Gin Tyr Asp Glu 
335 

Lys lie Trp Val Gly Tyr 
350 

Ala Phe Leu Lys Glu Leu 
365 

Glu Asn Asp Asp Phe Lys 
380 

Asn Lys Val His Asn Met 
395 400 

Cys lie Leu Gly Pro Ser 
415 

Thr Thr Pro Thr Thr Thr 
430 

Thr Thr Pro Ser Pro Thr 
445 

Pro Thr Thr Thr Pro Ser 
460 

Pro Ala Pro Thr Thr Ser 
475 480 

Ser Glu Thr Pro Lys Tyr 
495 

Cys Tyr Lys Glu Gly Asp 
510 

Leu Val Cys Glu Phe Val 
525 

Cys Pro Pro Gly Thr lie 
540 

Glu 
555 
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<210> 19 
<211> 1665 
<212> DNA 

<213> Dermatophagoides farinae 
<400> 19 

ttcgcctata caagtcaatt tttcttgaca ccaaatagtg cccggtggac agggcataat 60 

atgaacccac cagccaccat taacaaattc acagaccaaa tatttgtgta tattggttgg 12 0 

atgtgggata tcaccttcct tgtaacattt gataagatgt ccatcgacat aggttgtata 180 

ttttggtgtt tcgcttgtgt gttcggtcgt ggttggcgaa ggtgtcgatg ttgtaggggc 240 

tggtgttggt gttgttggtg ttggtgtggt gggagaagga gttgttgtcg gtgtggtggg 3 00 

agaaggggtt gttgtcgggg tggtgggaga aggggttgtt gtcggggtgg tgggagaagg 3 60 

agttgttggc gttgtagtcg gggttgtggg tgtcgtcgtt ggagttggtg tcgttgtact 420 

tggacccaaa atgcattcga aagagttctt ttcatcgcca ttaatcatat tatgaacttt 480 

gttcaacaat ggatttttcg gtccgcagtg acctttgaaa tcatcatttt ccaatgacca 540 

aaccatgaca ccagaaacgc ctaattcttt caggaaagcc aacttgcatg atatactggc 600 

cagatcatcg taaccgaccc agattttatc attgtaacca tatggagcat tgtaatattc 660 

atcgtattgg atatgccatt cttctttttg aaacaattga cacaattcta tatatgagag 720 

gacaccttct tcaccagaaa tgaaacctgg gggcgacatg cctttggctg gatctccaag 780 

tttgagtttg cttcgatctt caatgctcca agcacggcca tagaatggaa cacccattac 840 

caatttgtct ctggtggcac cattgttcaa ataatagtgc atggtgtagt tgacattgaa 900 

gtaagtgtgc aactcatcag tttcatctgg tcgtttatac aacggagcat tgtgaccgta 960 

aaagttttcc catccaccgt ggtaatcata tgtcatgaca ttcatccaat cgaacaattt 1020 

gttcaattct ttgatatcat aagctcggtc gattttgtct ttacctggtg atactgcagc 1080 

agtcaacaag tagccatgag gttcaaaagc gtctttaagt tctctaacca aagccaaata 1140 

gttttgttta tcgattttcg ggttacccaa tcgagatcca ggatactccc aatccaaatc 12 00 

tagaccgtcg aacttgtatt cttgcaaaaa gtccaaaact gattgtatga attgttgacg 12 60 

atatgttgga tttgcagcca tatcggaata tttttccgag ccttcatacc aaccaccaag 1320 

tgaaatcatg gtggttaatt ctggattctt caatcgcaag ttgttgaaac gttcataacc 13 80 

acgtttttcc catgagttat ggttatcatc ttggtaagga tcgaaaactt gaattgtgta 1440 

tttgtattca tcaattttag cgaaaccata cattaaatgt gtacacttga atggatcaat 1500 

atcttcgata gtgtatggat caactttatg atatacggac catgttccaa cataacaaac 1560 

aattctcatc ggatttttcg aataatcatt atgatctcgt ttgatggatg cattcataag 1620 

gccaatgcag gccataatac taagtattgc atatatggtt ttcat 1665 



<210> 20 

<211> 1608 

<212> DNA 

<213> Dermatophagoides farinae 

<220> 

<221> CDS 

<222> (1) . . (1608) 

<400> 20 

tec ate aaa cga gat cat aat gat tat teg aaa aat ccg atg aga att 48 
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Ser lie Lys Arg Asp His Asn Asp Tyr Ser Lys Asn Pro Met Arg lie 
15 10 15 



gtt tgt tat gtt gga aca tgg tec gta tat cat aaa gtt gat cca tac 9 6 
Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val Asp Pro Tyr 
20 25 30 

act ate gaa gat att gat cca ttc aag tgt aca cat tta atg tat ggt 144 
Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu Met Tyr Gly 
35 40 45 

ttc get aaa att gat gaa tac aaa tac aca att caa gtt ttc gat cct 192 
Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val Phe Asp Pro 
50 55 60 

tac caa gat gat aac cat aac tea tgg gaa aaa cgt ggt tat gaa cgt 240 
Tyr Gin Asp Asp Asn His Asn Ser Trp Glu Lys Arg Gly Tyr Glu Arg 
65 70 75 80 

ttc aac aac ttg cga ttg aag aat cca gaa tta ace ace atg att tea 2 88 
Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr Met lie Ser 
85 90 95 

ctt ggt ggt tgg tat gaa ggc teg gaa aaa tat tec gat atg get gca 33 6 
if! Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp Met Ala Ala 
|7j 100 105 110 

Q aat cca aca tat cgt caa caa ttc ata caa tea gtt ttg gac ttt ttg 3 84 
~ Asn Pro Thr Tyr Arg Gin Gin Phe lie Gin Ser Val Leu Asp Phe Leu 
115 120 125 

caa gaa tac aag ttc gac ggt eta gat ttg gat tgg gag tat cct gga 432 
Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu Tyr Pro Gly 
130 135 140 

tct cga ttg ggt aac ccg aaa ate gat aaa caa aac tat ttg get ttg 480 
Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr Leu Ala Leu 
145 150 155 160 



.RJ 



gtt aga gaa ctt aaa gac get ttt 
Val Arg Glu Leu Lys Asp Ala Phe 
165 

get gca gta tea cca ggt aaa gac 
Ala Ala Val Ser Pro Gly Lys Asp 
180 

aaa gaa ttg aac aaa ttg ttc gat 



gaa cct cat ggc tac ttg ttg act 52 8 
Glu Pro His Gly Tyr Leu Leu Thr 
170 175 

aaa ate gac cga get tat gat ate 576 
Lys lie Asp Arg Ala Tyr Asp lie 
185 190 

tgg atg aat gtc atg aca tat gat 624 
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Lys Glu Leu Asn Lys Leu Phe Asp Trp Met Asn Val Met Thr Tyr Asp 
195 200 205 

tac cac ggt gga tgg gaa aac ttt tac ggt cac aat get ccg ttg tat 672 
Tyr His Gly Gly Trp Glu Asn Phe Tyr Gly His Asn Ala Pro Leu Tyr 
210 215 220 

aaa cga cca gat gaa act gat gag ttg cac act tac ttc aat gtc aac 720 
Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe Asn Val Asn 
225 230 235 240 

tac acc atg cac tat tat ttg aac aat ggt gec acc aga gac aaa ttg 7 68 
Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg Asp Lys Leu 
245 250 255 

gta atg ggt gtt cca ttc tat ggc cgt get tgg age att gaa gat cga 816 
Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie Glu Asp Arg 
260 265 270 

Q age aaa etc aaa ctt gga gat cca gee aaa ggc atg teg ccc cca ggt 8 64 
^ Ser Lys Leu Lys Leu Gly Asp Pro Ala Lys Gly Met Ser Pro Pro Gly 
V 1 275 280 285 



ttc att tct ggt gaa gaa ggt gtc etc tea tat ata gaa ttg tgt caa 912 
Phe lie Ser Gly Glu Glu Gly Val Leu Ser Tyr lie Glu Leu Cys Gin 
290 295 300 

ttg ttt caa aaa gaa gaa tgg cat ate caa tac gat gaa tat tac aat 9 60 
Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu Tyr Tyr Asn 
305 310 315 320 

get cca tat ggt tac aat gat aaa ate tgg gtc ggt tac gat gat ctg 1008 
Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr Asp Asp Leu 
325 330 335 

gee agt ata tea tgc aag ttg get ttc ctg aaa gaa tta ggc gtt tct 1056 
Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu Gly Val Ser 
340 345 350 

ggt gtc atg gtt tgg tea ttg gaa aat gat gat ttc aaa ggt cac tgc 1104 
Gly Val Met Val Trp Ser Leu Glu Asn Asp Asp Phe Lys Gly His Cys 
355 360 365 

gga ccg aaa aat cca ttg ttg aac aaa gtt cat aat atg att aat ggc 1152 
Gly Pro Lys Asn Pro Leu Leu Asn Lys Val His Asn Met lie Asn Gly 
370 375 380 

gat gaa aag aac tct ttc gaa tgc att ttg ggt cca agt aca acg aca 12 00 
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Asp Glu Lys Asn Ser Phe Glu Cys lie Leu Gly Pro Ser Thr Thr Thr 

385 390 395 400 

cca act cca acg acg aca ccc aca acc ccg act aca acg cca aca act 1248 

Pro Thr Pro Thr Thr Thr Pro Thr Thr Pro Thr Thr Thr Pro Thr Thr 

405 410 415 

cct tct ccc acc acc ccg aca aca acc cct tct ccc acc acc ccg aca 1296 

Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser Pro Thr Thr Pro Thr 

420 425 430 

aca acc cct tct ccc acc aca ccg aca aca act cct tct ccc acc aca 1344 

Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser Pro Thr Thr 

435 440 445 

cca aca cca aca aca cca aca cca gcc cct aca aca teg aca cct teg 1392 

Pro Thr Pro Thr Thr Pro Thr Pro Ala Pro Thr Thr Ser Thr Pro Ser 

450 455 460 

Q cca acc acg acc gaa cac aca age gaa aca cca aaa tat aca acc tat 1440 

sJ3 Pro Thr Thr Thr Glu His Thr Ser Glu Thr Pro Lys Tyr Thr Thr Tyr 

465 470 475 480 



3U 



gtc gat gga cat ctt ate aaa tgt tac aag gaa ggt gat ate cca cat 1488 
Val Asp Gly His Leu lie Lys Cys Tyr Lys Glu Gly Asp lie Pro His 
485 490 495 



cca acc aat ata cac aaa tat ttg gtc tgt gaa ttt gtt aat ggt ggc 153 6 
i|3 Pro Thr Asn lie His Lys Tyr Leu Val Cys Glu Phe Val Asn Gly Gly 
fl 500 505 510 

O tgg tgg gtt cat att atg ccc tgt cca ccg ggc act att tgg tgt caa 1584 
O Trp Trp Val His lie Met Pro Cys Pro Pro Gly Thr lie Trp Cys Gin 
515 520 525 

gaa aaa ttg act tgt ata ggc gaa 1608 
Glu Lys Leu Thr Cys lie Gly Glu 
530 535 



<210> 21 
<211> 536 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 21 

Ser lie Lys Arg Asp His Asn Asp Tyr Ser Lys Asn Pro Met Arg lie 
15 10 15 
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Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val Asp Pro Tyr 
20 25 30 

Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu Met Tyr Gly 
35 40 45 

Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val Phe Asp Pro 
50 55 60 

Tyr Gin Asp Asp Asn His Asn Ser Trp Glu Lys Arg Gly Tyr Glu Arg 
65 70 75 80 

Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr Met lie Ser 
85 90 95 

Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp Met Ala Ala 
100 105 110 

y Asn Pro Thr Tyr Arg Gin Gin Phe lie Gin Ser Val Leu Asp Phe Leu 
;tj 115 120 125 

Zl Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu Tyr Pro Gly 
130 135 140 

Id 

Ijj Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr Leu Ala Leu 
7 145 150 155 160 

O 

*0 Va l Ar 9 Glu Leu Lys Asp Ala Phe Glu Pro His Gly Tyr Leu Leu Thr 
M= 165 170 175 

U Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Arg Ala Tyr Asp lie 
Q 180 185 190 

Lys Glu Leu Asn Lys Leu Phe Asp Trp Met Asn Val Met Thr Tyr Asp 
195 200 205 

Tyr His Gly Gly Trp Glu Asn Phe Tyr Gly His Asn Ala Pro Leu Tyr 
210 215 220 

Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe Asn Val Asn 
225 230 235 240 

Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg Asp Lys Leu 
245 250 255 

Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie Glu Asp Arg 
260 265 270 
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Ser Lys Leu Lys Leu Gly Asp Pro Ala Lys Gly Met Ser Pro Pro Gly 
275 280 285 

Phe lie Ser Gly Glu Glu Gly Val Leu Ser Tyr lie Glu Leu Cys Gin 
290 295 300 

Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu Tyr Tyr Asn 
305 310 315 320 

Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr Asp Asp Leu 
325 330 335 

Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu Gly Val Ser 
340 345 350 

Gly Val Met Val Trp Ser Leu Glu Asn Asp Asp Phe Lys Gly His Cys 
355 360 365 

O Gly Pro Lys Asn Pro Leu Leu Asn Lys Val His Asn Met lie Asn Gly 
© 370 375 380 

J*; Asp Glu Lys Asn Ser Phe Glu Cys lie Leu Gly Pro Ser Thr Thr Thr 

^ 385 390 395 400 

if! 

Pro Thr Pro Thr Thr Thr Pro Thr Thr Pro Thr Thr Thr Pro Thr Thr 
!*" 405 410 415 

□ 

y3 Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser Pro Thr Thr Pro Thr 
Mb 420 425 430 

O Thr Thr Pro Ser Pro Thr Thr Pro Thr Thr Thr Pro Ser Pro Thr Thr 
0 435 440 445 

Pro Thr Pro Thr Thr Pro Thr Pro Ala Pro Thr Thr Ser Thr Pro Ser 
450 455 460 

Pro Thr Thr Thr Glu His Thr Ser Glu Thr Pro Lys Tyr Thr Thr Tyr 
465 470 475 480 

Val Asp Gly His Leu lie Lys Cys Tyr Lys Glu Gly Asp lie Pro His 
485 490 495 

Pro Thr Asn lie His Lys Tyr Leu Val Cys Glu Phe Val Asn Gly Gly 
500 505 510 

Trp Trp Val His lie Met Pro Cys Pro Pro Gly Thr lie Trp Cys Gin 
515 520 525 
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Glu Lys Leu Thr Cys lie Gly Glu 
530 535 



<210> 22 
<211> 1608 
<212> DNA 

<213> Dermatophagoides farinae 
<400> 22 

ttcgcctata caagtcaatt tttcttgaca ccaaatagtg cccggtggac agggcataat 60 
atgaacccac cagccaccat taacaaattc acagaccaaa tatttgtgta tattggttgg 120 
atgtgggata tcaccttcct tgtaacattt gataagatgt ccatcgacat aggttgtata 180 
ttttggtgtt tcgcttgtgt gttcggtcgt ggttggcgaa ggtgtcgatg ttgtaggggc 240 
tggtgttggt gttgttggtg ttggtgtggt gggagaagga gttgttgtcg gtgtggtggg 300 
agaaggggtt gttgtcgggg tggtgggaga aggggttgtt gtcggggtgg tgggagaagg 3 60 
agttgttggc gttgtagtcg gggttgtggg tgtcgtcgtt ggagttggtg tcgttgtact 420 
tggacccaaa atgcattcga aagagttctt ttcatcgcca ttaatcatat tatgaacttt 480 
gttcaacaat ggatttttcg gtccgcagtg acctttgaaa tcatcatttt ccaatgacca 540 
aaccatgaca ccagaaacgc ctaattcttt caggaaagcc aacttgcatg atatactggc 600 
cagatcatcg taaccgaccc agattttatc attgtaacca tatggagcat tgtaatattc 660 
atcgtattgg atatgccatt cttctttttg aaacaattga cacaattcta tatatgagag 720 
gacaccttct tcaccagaaa tgaaacctgg gggcgacatg cctttggctg gatctccaag 7 80 
tttgagtttg cttcgatctt caatgctcca agcacggcca tagaatggaa cacccattac 840 
caatttgtct ctggtggcac cattgttcaa ataatagtgc atggtgtagt tgacattgaa 900 
gtaagtgtgc aactcatcag tttcatctgg tcgtttatac aacggagcat tgtgaccgta 960 
aaagttttcc catccaccgt ggtaatcata tgtcatgaca ttcatccaat cgaacaattt 1020 
gttcaattct ttgatatcat aagctcggtc gattttgtct ttacctggtg atactgcagc 1080 
agtcaacaag tagccatgag gttcaaaagc gtctttaagt tctctaacca aagccaaata 1140 
gttttgttta tcgattttcg ggttacccaa tcgagatcca ggatactccc aatccaaatc 1200 
tagaccgtcg aacttgtatt cttgcaaaaa gtccaaaact gattgtatga attgttgacg 1260 
atatgttgga tttgcagcca tatcggaata tttttccgag ccttcatacc aaccaccaag 1320 
tgaaatcatg gtggttaatt ctggattctt caatcgcaag ttgttgaaac gttcataacc 13 80 
acgtttttcc catgagttat ggttatcatc ttggtaagga tcgaaaactt gaattgtgta 1440 
tttgtattca tcaattttag cgaaaccata cattaaatgt gtacacttga atggatcaat 1500 
atcttcgata gtgtatggat caactttatg atatacggac catgttccaa cataacaaac 1560 
aattctcatc ggatttttcg aataatcatt atgatctcgt ttgatgga 1608 



<210> 23 
<211> 25 
<212> PRT 

<213> Dermatophagoides farinae 



<220> 

<223> At location 1, Xaa = any amino acid 




<400> 23 

Xaa Leu Glu Pro Lys Thr Val Cys 
1 5 

Arg Gin Gly Glu Gly Lys Met Asp 
20 




Tyr Tyr Glu Ser Trp Val His His 
10 15 

Pro 
25 



<210> 24 
<211> 33 
<212> PRT 

<213> Dermatophagoides farinae 
<220> 

<223> At locations, 18, 28, 31 and 32, Xaa = any amino 
acid 



<400> 24 



i — : 


Ser lie Lys Arg Asp His Asn 


Asp 


Tyr 


Ser 


Lys 


Asn 


Pro 


Met 


Met 


He 




1 5 






10 










15 




m 


Val Xaa Tyr Gly Gly Ser Ser 


Gly 


Tyr 


Gin 


Ser 


Xaa 


Lys 


Arg 


Xaa 


Xaa 




20 




25 










30 






m 

3 *sr 






















UJ 


Thr 




















b 


<210> 25 






















<211> 31 




















0 


<212> DNA 




















o 


<213> Artificial Sequence 





















<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<220> 

<223> At location 24, n = a, c, t or g 
<400> 25 

aaacgtgatc ataaygatta ytcnaaraay c 31 

<210> 26 
<211> 31 
<212> DNA 



24 



<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 26 

aaacgtgatc ataaygatta yagyaaraay c 31 



<210> 27 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

□ <220> 

M <223> At locations 12 and 21, n = a, c, t or g 
il <400> 27 

J; ccttcttcac cnacratcaa ncc 23 

0 



<210> 28 
2 <211> 23 
0 <212> DNA 

<213> Artificial Sequence 

□ <220> 

M <223> Description of Artificial Sequence: Synthetic 
Primer 

<220> 

<223> At locations 12 and 21, n = a, c, t or g 
<400> 28 

ccttcttcac cnacratgaa ncc 23 



<210> 29 
<211> 13 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 29 



25 



Gin Tyr Gly Val Thr Gin Ala Val Val Thr Gin Pro Ala 
15 10 



<210> 30 
<211> 11 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 30 

Asp Glu Leu Leu Met Lys Ser Gly Pro Gly Pro 
15 10 



<210> 31 

<211> 24 

<212> PRT 

<213> Dermatophagoides farinae 

O <400> 31 

CI Asp Met Glu His Phe Thr Gin His Lys Gly Asn Ala Lys Ala Met lie 
. 1 5 10 15 



□ 



JSSS. 



Ala Val Gly Gly Ser Thr Met Ser 
20 



<210> 32 
<211> 21 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 32 

Asp Ala Asn Glu Glu Ala Arg Ser Gin Leu Pro Glu Thr Ala Met Val 
15 10 15 

Leu lie Lys Ser Gin 
20 



<210> 33 
<211> 21 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 33 

Gin Ser Arg Asp Arg Asn Asp Lys Pro Tyr Xaa lie Val Lys Lys Lys 
1-5 10 15 



26 



Lys Lys Ala Leu Asp 
20 



<210> 34 
<211> 1621 
<212> DNA 

<213> Dermatophagoides farinae 

<220> 

<221> CDS 

<222> (14) . . (1540) 

<400> 34 

agaacttatg aaa atg aaa acg aca ttt gca ttg ttt tgt ata tgg gcc 49 

Met Lys Thr Thr Phe Ala Leu Phe Cys lie Trp Ala 

15 10 





tgc 


att 


ggc 


ttg 


atg 


aat 


gcg 


gcc 


act 


aaa 


cga 


gat 


cac 


aat 


aat 


tat 


97 




Cys 


lie 


Gly 


Leu 


Met 


Asn 


Ala 


Ala 


Thr 


Lys 


Arg 


Asp 


His 


Asn 


Asn 


Tyr 










15 










20 










25 










IU 


teg 


aaa 


aat 


cca 


atg 


cga 


ate 


gta 


tgt 


tat 


gtt 


gga 


aca 


tgg 


tec 


gtt 


145 




Ser 


Lys 


Asn 


Pro 


Met 


Arg 


He 


Val 


Cys 


Tyr 


Val 


Gly 


Thr 


Trp 


Ser 


Val 




p. 

a S 3 




30 










35 










40 












3i 


tat 


cat 


aaa 


gtt 


gat 


cca 


tac 


aca 


att 


gaa 


gat 


att 


gat 


cct 


ttc 


aaa 


193 




Tyr 


His 


Lys 


Val 


Asp 


Pro 


Tyr 


Thr 


He 


Glu 


Asp 


He 


Asp 


Pro 


Phe 


Lys 






45 










50 










55 










60 




o 


tgt 


act 


cat 


ttg 


atg 


tat 


ggt 


ttt 


get 


aaa 


ate 


gat 


gaa 


tac 


aaa 


tac 


241 


p 


Cys 


Thr 


His 


Leu 


Met 
65 


Tyr 


Gly 


Phe 


Ala 


Lys 
70 


He 


Asp 


Glu 


Tyr 


Lys 
75 


Tyr 






acc 


att 


caa 


gtt 


ttt 


gat 


cca 


ttt 


caa 


gat 


gat 


aac 


cat 


aac 


tea 


tgg 


289 




Thr 


He 


Gin 


Val 
80 


Phe 


Asp 


Pro 


Phe 


Gin 
85 


Asp 


Asp 


Asn 


His 


Asn 
90 


Ser 


Trp 






gaa 


aaa 


cac 


ggg 


tat 


gaa 


cgt 


ttc 


aac 


aac 


ttg 


aga 


ttg 


aag 


aat 


cca 


337 




Glu 


Lys 


His 
95 


Gly 


Tyr 


Glu 


Arg 


Phe 
100 


Asn 


Asn 


Leu 


Arg 


Leu 
105 


Lys 


Asn 


Pro 






gaa 


ttg 


acc 


acc 


atg 


att 


tea 


ttg 


ggt 


ggt 


tgg 


tat 


gaa 


ggt 


tea 


gaa 


385 




Glu 


Leu 
110 


Thr 


Thr 


Met 


He 


Ser 
115 


Leu 


Gly 


Gly 


Trp 


Tyr 
120 


Glu 


Gly 


Ser 


Glu 






aaa 


tat 


teg 


gat 


atg 


gca 


gcc 


aat 


cca 


aca 


tat 


cgt 


cag 


caa 


ttt 


gtt 


433 
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Lys Tyr Ser Asp Met XLa Ala Asn Pro Thr Tyr Arg Gin Gin Phe Val 
125 130 135 140 





caa 
Gin 


tea 
Ser 


gtt 
Val 


ttg 
Leu 


gac 
Asp 
145 


ttt 
Phe 


ttg 
Leu 


caa 
Gin 


gaa 
Glu 


tac 
Tyr 
150 


aaa 
Lys 


ttc 
Phe 


gat 
Asp 


ggc 
Gly 


eta 
Leu 
155 


gat 
Asp 


481 




ttg 
Leu 


gat 
Asp 


tgg 
Trp 


gaa 
Glu 
160 


tat 
Tyr 


cct 
Pro 


gga 
Gly 


tea 
Ser 


egg 
Arg 
165 


tta 
Leu 


ggc 

Gly 


aat 
Asn 


cct 
Pro 


aaa 
Lys 
170 


ate 
He 


gat 
Asp 


529 




aaa 
Lys 


caa 
Gin 


aac 
Asn 
175 


tat 
Tyr 


tta 
Leu 


aca 
Thr 


tta 
Leu 


gtt 
Val 
180 


aga 
Arg 


gaa 
Glu 


ctt 
Leu 


aaa 
Lys 


gag 
Glu 
185 


gca 
Ala 


ttt 
Phe 


gaa 
Glu 


577 




cct 
Pro 


ttc 
Phe 
190 


ggc 

Gly 


tac 
Tyr 


ttg 
Leu 


ttg 
Leu 


act 
Thr 
195 


gec 
Ala 


gca 
Ala 


gta 
Val 


tea 
Ser 


ccc 
Pro 
200 


ggt 

Gly 


aaa 
Lys 


gat 
Asp 


aaa 
Lys 


625 


'U 

m 


att 
He 
205 


gac 
Asp 


gta 
Val 


get 
Ala 


tat 
Tyr 


gag 
Glu 
210 


etc 
Leu 


aaa 
Lys 


gaa 
Glu 


ttg 
Leu 


aac 
Asn 
215 


caa 
Gin 


ttg 
Leu 


ttc 
Phe 


gat 
Asp 


tgg 
Trp 
220 


673 




atg 
Met 


aat 
Asn 


gtc 
Val 


atg 
Met 


act 
Thr 
225 


tat 
Tyr 


gat 
Asp 


tac 
Tyr 


cat 
His 


ggc 

Gly 
230 


gga 
Gly 


tgg 
Trp 


gaa 
Glu 


aat 
Asn 


gtt 
Val 
235 


ttc 
Phe 


721 


:: 

O 

\JL 


ggc 
Gly 


cat 
His 


aat 
Asn 


get 
Ala 
240 


ccg 
Pro 


ttg 
Leu 


tat 
Tyr 


aaa 
Lys 


cga 
Arg 
245 


ccc 
Pro 


gat 
Asp 


gaa 
Glu 


acg 
Thr 


gat 
Asp 
250 


gaa 
Glu 


ttg 
Leu 


769 


"™ 


cac 
His 


act 
Thr 


tac 
Tyr 
255 


ttc 
Phe 


aat 
Asn 


gtc 
Val 


aac 
Asn 


tac 
Tyr 
260 


ace 
Thr 


atg 
Met 


cac 
His 


tat 
Tyr 


tat 
Tyr 
265 


ttg 
Leu 


aac 
Asn 


aat 
Asn 


817 




ggc 
Gly 


get 
Ala 
270 


act 
Thr 


cga 
Arg 


gac 
Asp 


aaa 
Lys 


ctt 
Leu 
275 


gtt 
Val 


atg 
Met 


ggt 

Gly 


gtt 

Val 


cca 
Pro 
280 


ttc 
Phe 


tat 
Tyr 


ggt 

Gly 


cgt 
Arg 


865 




get 
Ala 
285 


tgg 
Trp 


age 
Ser 


ate 
He 


gaa 
Glu 


gat 
Asp 
290 


cga 
Arg 


age 
Ser 


aaa 
Lys 


gtc 
Val 


aaa 
Lys 
295 


ctt 
Leu 


ggc 
Gly 


gat 
Asp 


ccg 
Pro 


gee 
Ala 
300 


913 




aaa 
Lys 


ggc 

Gly 


atg 
Met 


tct 
Ser 


cct 
Pro 
305 


cct 
Pro 


ggt 
Gly 


ttt 
Phe 


att 
He 


act 
Thr 
310 


ggt 

Gly 


gaa 
Glu 


gaa 
Glu 


ggt 
Gly 


gtt 
Val 
315 


etc 
Leu 


961 




tea 


tac 


ate 


gaa 


ttg 


tgt 


cag 


tta 


ttc 


cag 


aaa 


gaa 


gaa 


tgg 


cat 


att 


100! 
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Ser Tyr lie Glu Leu Cys Gin Leu Phe Gin Lys Glu Glu Trp His lie 
320 325 330 

caa tac gat gaa tat tac aat get cca tac gga tat aat gat aaa ate 1057 
Gin Tyr Asp Glu Tyr Tyr Asn Ala Pro Tyr Gly Tyr Asn Asp Lys lie 
335 340 345 

tgg gtt ggt tac gat gat ctg get agt ata tea tgc aag ttg gec ttt 1105 
Trp Val Gly Tyr Asp Asp Leu Ala Ser lie Ser Cys Lys Leu Ala Phe 
350 355 360 

etc aaa gaa ttg ggc gtc tct ggc gtt atg ata tgg tea ttg gaa aac 1153 
Leu Lys Glu Leu Gly Val Ser Gly Val Met lie Trp Ser Leu Glu Asn 
365 370 375 380 

gat gat ttc aaa ggt cat tgc gga ccg aaa tat cca ttg ttg aac aaa 1201 
Asp Asp Phe Lys Gly His Cys Gly Pro Lys Tyr Pro Leu Leu Asn Lys 
385 390 395 

U gtt cac aat atg ate aat ggt gat gaa aag aac tct tac gaa tgt ctt 1249 
Val His Asn Met lie Asn Gly Asp Glu Lys Asn Ser Tyr Glu Cys Leu 
400 405 410 

ttg ggc cca agt aca acc aca cca aca cca acc acc ccg tea act act 1297 
Leu Gly Pro Ser Thr Thr Thr Pro Thr Pro Thr Thr Pro Ser Thr Thr 
415 420 425 

teg act acc aca cca acg cct acc acc acc gat age aca age gaa aca 1345 
Ser Thr Thr Thr Pro Thr Pro Thr Thr Thr Asp Ser Thr Ser Glu Thr 
430 435 440 

cca aaa tac act acg tat att gat gga cat ttg att aaa tgc tat aaa 13 93 
Pro Lys Tyr Thr Thr Tyr lie Asp Gly His Leu lie Lys Cys Tyr Lys 
445 450 455 460 

caa ggt tat ctt cca cat cca act gat gtt cat aaa tat tta gtt tgt 1441 
Gin Gly Tyr Leu Pro His Pro Thr Asp Val His Lys Tyr Leu Val Cys 
465 470 475 

gaa tat att gee aca cca aac ggt ggt tgg tgg gta cac att atg gat 1489 
Glu Tyr lie Ala Thr Pro Asn Gly Gly Trp Trp Val His lie Met Asp 
480 485 490 

tgt cca aaa gga act aga tgg cac gca aca tta aaa aat tgt att caa 1537 
Cys Pro Lys Gly Thr Arg Trp His Ala Thr Leu Lys Asn Cys lie Gin 
495 500 505 

gaa tgatctgata tatttgtaac tgttttttgc taaatgaaat ttaaataaaa 1590 

29 



Glu 

ttatttgaat ccattaaaaa aaaaaaaaaa a 1621 



<210> 35 
<211> 509 
<212> PRT 

<213> Derma tophago ides farinae 
<400> 35 

Met Lys Thr Thr Phe Ala Leu Phe Cys lie Trp Ala Cys lie Gly Leu 
15 10 15 

Met Asn Ala Ala Thr Lys Arg Asp His Asn Asn Tyr Ser Lys Asn Pro 
20 25 30 

Met Arg lie Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val 
35 40 45 

n 

SQ Asp Pro Tyr Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu 
& 50 55 60 

P 

^ Met Tyr Gly Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val 
'2 65 70 75 80 

^" Phe. Asp Pro Phe Gin Asp Asp Asn His Asn Ser Trp Glu Lys His Gly 

b 85 90 95 

5 

Tyr Glu Arg Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr 
s p 100 105 110 

!□ Met lie Ser Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp 
115 120 125 

Met Ala Ala Asn Pro Thr Tyr Arg Gin Gin Phe Val Gin Ser Val Leu 
130 135 140 

Asp Phe Leu Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu 
145 150 155 160 

Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr 
165 170 175 

Leu Thr Leu Val Arg Glu Leu Lys Glu Ala Phe Glu Pro Phe Gly Tyr 
180 185 190 

Leu Leu Thr Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Val Ala 
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*s 3 



195 200 205 

Tyr Glu Leu Lys Glu Leu Asn Gin Leu Phe Asp Trp Met Asn Val Met 
210 215 220 

Thr Tyr Asp Tyr His Gly Gly Trp Glu Asn Val Phe Gly His Asn Ala 
225 230 235 240 

Pro Leu Tyr Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe 
245 250 255 

Asn Val Asn Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg 
260 265 270 

Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie 
275 280 285 

Glu Asp Arg Ser Lys Val Lys Leu Gly Asp Pro Ala Lys Gly Met Ser 
290 295 300 

Pro Pro Gly Phe lie Thr Gly Glu Glu Gly Val Leu Ser Tyr lie Glu 
*2 305 310 315 320 

Leu Cys Gin Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu 
S ~ 325 330 335 

*y 

: _ a 
114 

Tyr Tyr Asn Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr 
p 340 345 350 

Asp Asp Leu Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu 
Jp 355 360 365 

?C=3? 

P Gly Val Ser Gly Val Met lie Trp Ser Leu Glu Asn Asp Asp Phe Lys 
370 375 380 

Gly His Cys Gly Pro Lys Tyr Pro Leu Leu Asn Lys Val His Asn Met 
385 390 395 400 

lie Asn Gly Asp Glu Lys Asn Ser Tyr Glu Cys Leu Leu Gly Pro Ser 
405 410 415 

Thr Thr Thr Pro Thr Pro Thr Thr Pro Ser Thr Thr Ser Thr Thr Thr 
420 425 430 

Pro Thr Pro Thr Thr Thr Asp Ser Thr Ser Glu Thr Pro Lys Tyr Thr 
435 440 445 

Thr Tyr lie Asp Gly His Leu lie Lys Cys Tyr Lys Gin Gly Tyr Leu 
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450 

Pro His Pro Thr 
465 

Thr Pro Asn Gly 

Thr Arg Trp His 
500 




Asp Val His Lys 
470 

Gly Trp Trp Val 
485 

Ala Thr Leu Lys 



460 

Tyr Leu Val Cys 
475 

His lie Met Asp 
490 

Asn Cys lie Gin 
505 




Glu Tyr He Ala 
480 

Cys Pro Lys Gly 
495 

Glu 



<210> 36 
<211> 1621 
<212> DNA 

<213> Derma tophago ides farinae 
<400> 36 

tttttttttt ttttttaatg gattcaaata attttattta aatttcattt agcaaaaaac 60 

agttacaaat atatcagatc attcttgaat acaatttttt aatgttgcgt gccatctagt 12 0 

tccttttgga caatccataa tgtgtaccca ccaaccaccg tttggtgtgg caatatattc 180 

acaaactaaa tatttatgaa catcagttgg atgtggaaga taaccttgtt tatagcattt 240 

=jt" aatcaaatgt ccatcaatat acgtagtgta ttttggtgtt tcgcttgtgc tatcggtggt 3 00 

ggtaggcgtt ggtgtggtag tcgaagtagt tgacggggtg gttggtgttg gtgtggttgt 360 

^ acttgggccc aaaagacatt cgtaagagtt cttttcatca ccattgatca tattgtgaac 42 0 

tttgttcaac aatggatatt tcggtccgca atgacctttg aaatcatcgt tttccaatga 480 

p, ccatatcata acgccagaga cgcccaattc tttgagaaag gccaacttgc atgatatact 540 

*n agccagatca tcgtaaccaa cccagatttt atcattatat ccgtatggag cattgtaata 600 

'■KB? 

j-s. ttcatcgtat tgaatatgcc attcttcttt ctggaataac tgacacaatt cgatgtatga 660 

:JS gagaacacct tcttcaccag taataaaacc aggaggagac atgcctttgg ccggatcgcc 720 

S3 aagtttgact ttgcttcgat cttcgatgct ccaagcacga ccatagaatg gaacacccat 780 

£] aacaagtttg tctcgagtag cgccattgtt caaataatag tgcatggtgt agttgacatt 840 

gaagtaagtg tgcaattcat ccgtttcatc gggtcgttta tacaacggag cattatggcc 900 

gaaaacattt tcccatccgc catggtaatc ataagtcatg acattcatcc aatcgaacaa 960 

ttggttcaat tctttgagct cataagctac gtcaatttta tctttaccgg gtgatactgc 1020 

ggcagtcaac aagtagccga aaggttcaaa tgcctcttta agttctctaa ctaatgttaa 1080 

atagttttgt ttatcgattt taggattgcc taaccgtgat ccaggatatt cccaatccaa 1140 

atctaggcca tcgaatttgt attcttgcaa aaagtccaaa actgattgaa caaattgctg 1200 

acgatatgtt ggattggctg ccatatccga atatttttct gaaccttcat accaaccacc 1260 

caatgaaatc atggtggtca attctggatt cttcaatctc aagttgttga aacgttcata 1320 

cccgtgtttt tcccatgagt tatggttatc atcttgaaat ggatcaaaaa cttgaatggt 1380 

gtatttgtat tcatcgattt tagcaaaacc atacatcaaa tgagtacatt tgaaaggatc 1440 

aatatcttca attgtgtatg gatcaacttt atgataaacg gaccatgttc caacataaca 1500 

tacgattcgc attggatttt tcgaataatt attgtgatct cgtttagtgg ccgcattcat 1560 

caagccaatg caggcccata tacaaaacaa tgcaaatgtc gttttcattt tcataagttc 1620 

t 1621 
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<210> 37 

<211> 1527 

<212> DNA 

<213> Dermatophagoides farinae 



<220> 

<221> CDS 

<222> (1) . . (1527) 



<400> 37 

atg aaa acg aca ttt gca ttg ttt tgt ata tgg gcc tgc att ggc ttg 48 
Met Lys Thr Thr Phe Ala Leu Phe Cys lie Trp Ala Cys lie Gly Leu 
15 10 15 

atg aat gcg gcc act aaa cga gat cac aat aat tat teg aaa aat cca 96 
Met Asn Ala Ala Thr Lys Arg Asp His Asn Asn Tyr Ser Lys Asn Pro 
20 25 30 

O atg cga ate gta tgt tat gtt gga aca tgg tec gtt tat cat aaa gtt 144 
M3 Met Arg lie Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val 
P 3 5 40 45 

cr: 3 

*jfl gat cca tac aca att gaa gat att gat cct ttc aaa tgt act cat ttg 192 

Asp Pro Tyr Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu 

51 

Q atg tat ggt tt:t gct aaa atc gat gaa tac aaa tac acc att caa gtt 240 

,q Met Tyr Gly Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val 

65 70 75 80 

Q ttt gat cca ttt caa gat gat aac cat aac tea tgg gaa aaa cac ggg 288 
(□ Phe Asp Pro Phe Gin Asp Asp Asn His Asn Ser Trp Glu Lys His Gly 

85 90 95 

tat gaa cgt ttc aac aac ttg aga ttg aag aat cca gaa ttg acc acc 33 6 
Tyr Glu Arg Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr 
100 105 110 

atg att tea ttg ggt ggt tgg tat gaa ggt tea gaa aaa tat teg gat 3 84 
Met lie Ser Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp 
115 120 125 

atg gca gcc aat cca aca tat cgt cag caa ttt gtt caa tea gtt ttg 432 
Met Ala Ala Asn Pro Thr Tyr Arg Gin Gin Phe Val Gin Ser Val Leu 
130 135 140 

gac ttt ttg caa gaa tac aaa ttc gat ggc eta gat ttg gat tgg gaa 480 
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t • 

u Tyr Lys Phe Asp Gly Leu Asp Leu Asp r 



m 

*0 



Asp Phe Leu Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu 
145 150 155 160 

tat cct gga tea egg tta ggc aat cct aaa ate gat aaa caa aac tat 528 
Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr 
165 170 175 

tta aca tta gtt aga gaa ctt aaa gag gca ttt gaa cct ttc ggc tac 57 6 
Leu Thr Leu Val Arg Glu Leu Lys Glu Ala Phe Glu Pro Phe Gly Tyr 
180 185 190 

ttg ttg act gec gca gta tea ccc ggt aaa gat aaa att gac gta get 624 
Leu Leu Thr Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Val Ala 
195 200 205 

tat gag etc aaa gaa ttg aac caa ttg ttc gat tgg atg aat gtc atg 672 
Tyr Glu Leu Lys Glu Leu Asn Gin Leu Phe Asp Trp Met Asn Val Met 
210 215 220 

act tat gat tac cat ggc gga tgg gaa aat gtt ttc ggc cat aat get 720 
Thr Tyr Asp Tyr His Gly Gly Trp Glu Asn Val Phe Gly His Asn Ala 
225 230 235 240 

ccg ttg tat aaa cga ccc gat gaa acg gat gaa ttg cac act tac ttc 768 
Pro Leu Tyr Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe 
245 250 255 

aat gtc aac tac acc atg cac tat tat ttg aac aat ggc get act cga 816 
Asn Val Asn Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg 
260 265 270 



(□ gac aaa ctt gtt atg ggt gtt cca ttc tat ggt cgt get tgg age ate 864 

O Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie 

275 280 285 

gaa gat cga age aaa gtc aaa ctt ggc gat ccg gee aaa ggc atg tct 912 

Glu Asp Arg Ser Lys Val Lys Leu Gly Asp Pro Ala Lys Gly Met Ser 

290 295 300 

cct cct ggt ttt att act ggt gaa gaa ggt gtt etc tea tac ate gaa 960 

Pro Pro Gly Phe lie Thr Gly Glu Glu Gly Val Leu Ser Tyr lie Glu 

305 310 315 320 

ttg tgt cag tta ttc cag aaa gaa gaa tgg cat att caa tac gat gaa 1008 

Leu Cys Gin Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu 
325 330 335 

tat tac aat get cca tac gga tat aat gat aaa ate tgg gtt ggt tac 1056 



34 



1J? 



Tyr Tyr Asn Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr 
340 345 350 

gat gat ctg get agt ata tea tgc aag ttg gec ttt etc aaa gaa ttg 1104 
Asp Asp Leu Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu 
355 360 365 

ggc gtc tct ggc gtt atg ata tgg tea ttg gaa aac gat gat ttc aaa 1152 
Gly Val Ser Gly Val Met lie Trp Ser Leu Glu Asn Asp Asp Phe Lys 
370 375 380 

ggt cat tgc gga ccg aaa tat cca ttg ttg aac aaa gtt cac aat atg 12 00 
Gly His Cys Gly Pro Lys Tyr Pro Leu Leu Asn Lys Val His Asn Met 
385 390 395 400 

ate aat ggt gat gaa aag aac tct tac gaa tgt ctt ttg ggc cca agt 1248 
lie Asn Gly Asp Glu Lys Asn Ser Tyr Glu Cys Leu Leu Gly Pro Ser 
405 410 415 

aca acc aca cca aca cca acc acc ccg tea act act teg act acc aca 1296 
Thr Thr Thr Pro Thr Pro Thr Thr Pro Ser Thr Thr Ser Thr Thr Thr 
420 425 430 



cca acg cct acc acc acc gat age aca age gaa aca cca aaa tac act 1344 

Pro Thr Pro Thr Thr Thr Asp Ser Thr Ser Glu Thr Pro Lys Tyr Thr 

jTj 435 440 445 

Si 

Q acg tat att gat gga cat ttg att aaa tgc tat aaa caa ggt tat ctt 1392 

=3 Thr Tyr lie Asp Gly His Leu lie Lys Cys Tyr Lys Gin Gly Tyr Leu 

I« 450 455 460 



cca cat cca act gat gtt cat aaa tat tta gtt tgt gaa tat att gee 1440 
Pro His Pro Thr Asp Val His Lys Tyr Leu Val Cys Glu Tyr lie Ala 
465 470 475 480 

aca cca aac ggt ggt tgg tgg gta cac att atg gat tgt cca aaa gga 1488 
Thr Pro Asn Gly Gly Trp Trp Val His lie Met Asp Cys Pro Lys Gly 
485 490 495 

act aga tgg cac gca aca tta aaa aat tgt att caa gaa 1527 
Thr Arg Trp His Ala Thr Leu Lys Asn Cys lie Gin Glu 
500 505 



<210> 38 

<211> 509 

<212> PRT 

<213> Dermatophagoides farinae 
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<400> 38 

Met Lys Thr Thr Phe Ala Leu Phe Cys lie Trp Ala Cys lie Gly Leu 
15 10 15 

Met Asn Ala Ala Thr Lys Arg Asp His Asn Asn Tyr Ser Lys Asn Pro 
20 25 30 

Met Arg lie Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val 
35 40 45 

Asp Pro Tyr Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu 
50 55 60 

Met Tyr Gly Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val 
65 70 75 80 

Phe Asp Pro Phe Gin Asp Asp Asn His Asn Ser Trp Glu Lys His Gly 
85 90 95 

s s 

Tyr Glu Arg Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr 
iJj 100 105 110 

|~ Met lie Ser Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp 
^if 115 120 125 

m 

Met Ala Ala Asn Pro Thr Tyr Arg Gin Gin Phe Val Gin Ser Val Leu 
3~| 130 135 140 

m Asp Phe Leu Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu 
,£ 145 150 155 160 



Tyr Pro Gly Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr 
165 170 175 

Leu Thr Leu Val Arg Glu Leu Lys Glu Ala Phe Glu Pro Phe Gly Tyr 
180 185 190 

Leu Leu Thr Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Val Ala 
195 200 205 

Tyr Glu Leu Lys Glu Leu Asn Gin Leu Phe Asp Trp Met Asn Val Met 
210 215 220 

Thr Tyr Asp Tyr His Gly Gly Trp Glu Asn Val Phe Gly His Asn Ala 
225 230 235 240 

Pro Leu Tyr Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe 
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245 250 255 

Asn Val Asn Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg 
260 265 270 

Asp Lys Leu Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie 
275 280 285 

Glu Asp Arg Ser Lys Val Lys Leu Gly Asp Pro Ala Lys Gly Met Ser 
290 295 300 

Pro Pro Gly Phe lie Thr Gly Glu Glu Gly Val Leu Ser Tyr lie Glu 
305 310 315 320 

Leu Cys Gin Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu 
325 330 335 

Tyr Tyr Asn Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr 
340 345 350 

o 

S Asp Asp Leu Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu 
0} 355 360 365 

iji 

Gly Val Ser Gly Val Met lie Trp Ser Leu Glu Asn Asp Asp Phe Lys 
^ 370 375 380 

iii 

Gly His Cys Gly Pro Lys Tyr Pro Leu Leu Asn Lys Val His Asn Met 
m 385 390 395 400 

}=& He Asn Gly Asp Glu Lys Asn Ser Tyr Glu Cys Leu Leu Gly Pro Ser 
JS 405 410 415 

Q Thr Thr Thr Pro Thr Pro Thr Thr Pro Ser Thr Thr Ser Thr Thr Thr 
420 425 430 

Pro Thr Pro Thr Thr Thr Asp Ser Thr Ser Glu Thr Pro Lys Tyr Thr 
435 440 445 

Thr Tyr He Asp Gly His Leu He Lys Cys Tyr Lys Gin Gly Tyr Leu 
450 455 460 

Pro His Pro Thr Asp Val His Lys Tyr Leu Val Cys Glu Tyr He Ala 
465 470 475 480 

Thr Pro Asn Gly Gly Trp Trp Val His He Met Asp Cys Pro Lys Gly 
485 490 495 

Thr Arg Trp His Ala Thr Leu Lys Asn Cys He Gin Glu 
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00 505 



<210> 39 
<211> 1527 
<212> DNA 

<213> Dermatophagoides farinae 
<400> 39 

ttcttgaata caatttttta atgttgcgtg ccatctagtt ccttttggac aatccataat 60 

gtgtacccac caaccaccgt ttggtgtggc aatatattca caaactaaat atttatgaac 120 

atcagttgga tgtggaagat aaccttgttt atagcattta atcaaatgtc catcaatata 180 

cgtagtgtat tttggtgttt cgcttgtgct atcggtggtg gtaggcgttg gtgtggtagt 240 

cgaagtagtt gacggggtgg ttggtgttgg tgtggttgta cttgggccca aaagacattc 3 00 

gtaagagttc ttttcatcac cattgatcat attgtgaact ttgttcaaca atggatattt 3 60 

cggtccgcaa tgacctttga aatcatcgtt ttccaatgac catatcataa cgccagagac 42 0 

gcccaattct ttgagaaagg ccaacttgca tgatatacta gccagatcat cgtaaccaac 480 

ccagatttta tcattatatc cgtatggagc attgtaatat tcatcgtatt gaatatgcca 540 

ttcttctttc tggaataact gacacaattc gatgtatgag agaacacctt cttcaccagt 600 

aataaaacca ggaggagaca tgcctttggc cggatcgcca agtttgactt tgcttcgatc 660 

ttcgatgctc caagcacgac catagaatgg aacacccata acaagtttgt ctcgagtagc 720 

gccattgttc aaataatagt gcatggtgta gttgacattg aagtaagtgt gcaattcatc 780 

cgtttcatcg ggtcgtttat acaacggagc attatggccg aaaacatttt cccatccgcc 840 

atggtaatca taagtcatga cattcatcca atcgaacaat tggttcaatt ctttgagctc 900 

j7§ ataagctacg tcaattttat ctttaccggg tgatactgcg gcagtcaaca agtagccgaa 960 

sj aggttcaaat gcctctttaa gttctctaac taatgttaaa tagttttgtt tatcgatttt 102 0 

n aggattgcct aaccgtgatc caggatattc ccaatccaaa tctaggccat cgaatttgta 1080 

ins? 

ttcttgcaaa aagtccaaaa ctgattgaac aaattgctga cgatatgttg gattggctgc 1140 

catatccgaa tatttttctg aaccttcata ccaaccaccc aatgaaatca tggtggtcaa 12 00 

ttctggattc ttcaatctca agttgttgaa acgttcatac ccgtgttttt cccatgagtt 1260 

LI atggttatca tcttgaaatg gatcaaaaac ttgaatggtg tatttgtatt catcgatttt 132 0 

agcaaaacca tacatcaaat gagtacattt gaaaggatca atatcttcaa ttgtgtatgg 13 8 0 

atcaacttta tgataaacgg accatgttcc aacataacat acgattcgca ttggattttt 1440 

cgaataatta ttgtgatctc gtttagtggc cgcattcatc aagccaatgc aggcccatat 1500 

acaaaacaat gcaaatgtcg ttttcat 1527 



■71 

111 



<210> 40 

<211> 1470 

<212> DNA 

<213> Dermatophagoides farinae 

<220> 

<221> CDS 

<222> (1) . . (1470) 

<400> 40 



38 



IP 

m 
jy 



gcc act aaa cga gat cac aat aat tat teg aaa aat cca atg cga ate 48 
Ala Thr Lys Arg Asp His Asn Asn Tyr Ser Lys Asn Pro Met Arg lie 
15 10 15 

gta tgt tat gtt gga aca tgg tec gtt tat cat aaa gtt gat cca tac 96 
Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val Asp Pro Tyr 
20 25 30 

aca att gaa gat att gat cct ttc aaa tgt act cat ttg atg tat ggt 144 
Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu Met Tyr Gly 
35 40 45 

ttt get aaa ate gat gaa tac aaa tac ace att caa gtt ttt gat cca 192 
Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val Phe Asp Pro 
50 55 60 

ttt caa gat gat aac cat aac tea tgg gaa aaa cac ggg tat gaa cgt 240 
Phe Gin Asp Asp Asn His Asn Ser Trp Glu Lys His Gly Tyr Glu Arg 
65 70 75 80 

ttc aac aac ttg aga ttg aag aat cca gaa ttg acc acc atg att tea 288 
Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr Met lie Ser 
85 90 95 

ttg ggt ggt tgg tat gaa ggt tea gaa aaa tat teg gat atg gca gcc 33 6 
Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp Met Ala Ala 
100 105 110 

aat cca aca tat cgt cag caa ttt gtt caa tea gtt ttg gac ttt ttg 3 84 
Asn Pro Thr Tyr Arg Gin Gin Phe Val Gin Ser Val Leu Asp Phe Leu 
115 120 125 

caa gaa tac aaa ttc gat ggc eta gat ttg gat tgg gaa tat cct gga 432 
Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu Tyr Pro Gly 
130 135 140 

tea egg tta ggc aat cct aaa ate gat aaa caa aac tat tta aca tta 480 
Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr Leu Thr Leu 
145 150 155 160 

gtt aga gaa ctt aaa gag gca ttt gaa cct ttc ggc tac ttg ttg act 52 8 
Val Arg Glu Leu Lys Glu Ala Phe Glu Pro Phe Gly Tyr Leu Leu Thr 
165 170 175 

gcc gca gta tea ccc ggt aaa gat aaa att gac gta get tat gag etc 576 
Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Val Ala Tyr Glu Leu 
180 185 190 
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aaa gaa ttg aac caa ttg ttc gat tgg atg aat gtc atg act tat gat 
Lys Glu Leu Asn Gin Leu Phe Asp Trp Met Asn Val Met Thr Tyr Asp 
195 200 205 



tac cat ggc gga tgg gaa aat gtt ttc ggc cat aat get ccg ttg tat 
Tyr His Gly Gly Trp Glu Asn Val Phe Gly His Asn Ala Pro Leu Tyr 
210 215 220 



aaa cga ccc gat gaa acg gat gaa ttg cac act tac ttc aat gtc aac 
Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe Asn Val Asn 
225 230 235 240 



tac acc atg cac tat tat ttg aac aat ggc get act cga gac aaa ctt 
Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg Asp Lys Leu 
245 250 255 



gtt atg ggt gtt cca ttc tat ggt cgt get tgg age ate gaa gat cga 
Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie Glu Asp Arg 
260 265 270 



age aaa gtc aaa ctt ggc gat ccg gee aaa ggc atg tct cct cct ggt 
Ser Lys Val Lys Leu Gly Asp Pro Ala Lys Gly Met Ser Pro Pro Gly 
275 280 285 



ttt att act ggt gaa gaa ggt gtt etc tea tac ate gaa ttg tgt cag 
Phe lie Thr Gly Glu Glu Gly Val Leu Ser Tyr lie Glu Leu Cys Gin 
290 295 300 



tta ttc cag aaa gaa gaa tgg cat att caa tac gat gaa tat tac aat 
- Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu Tyr Tyr Asn 
305 310 315 320 



get cca tac gga tat aat gat aaa ate tgg gtt ggt tac gat gat ctg 
Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr Asp Asp Leu 
325 330 335 



get agt ata tea tgc aag ttg gec ttt etc aaa gaa ttg ggc gtc tct 
Ala Ser lie Ser Cys Lys Leu Ala Phe Leu Lys Glu Leu Gly Val Ser 
340 345 350 



ggc gtt atg ata tgg tea ttg gaa aac gat gat ttc aaa ggt cat tgc 
Gly Val Met lie Trp Ser Leu Glu Asn Asp Asp Phe Lys Gly His Cys 
355 360 365 



gga ccg aaa tat cca ttg ttg aac aaa gtt cac aat atg ate aat ggt 
Gly Pro Lys Tyr Pro Leu Leu Asn Lys Val His Asn Met lie Asn Gly 
370 375 380 



40 



t tac gaa tgt ctt ttg ggc cca agt aca ; 



gat gaa aag aac tct lac gaa tgt ctt ttg ggc cca agt aca acc aca 
Asp Glu Lys Asn Ser Tyr Glu Cys Leu Leu Gly Pro Ser Thr Thr Thr 
385 390 395 400 

cca aca cca acc acc ccg tea act act teg act acc aca cca acg cct 
Pro Thr Pro Thr Thr Pro Ser Thr Thr Ser Thr Thr Thr Pro Thr Pro 
405 410 415 

acc acc acc gat age aca age gaa aca cca aaa tac act acg tat att 
Thr Thr Thr Asp Ser Thr Ser Glu Thr Pro Lys Tyr Thr Thr Tyr lie 
420 425 430 

gat gga cat ttg att aaa tgc tat aaa caa ggt tat ctt cca cat cca 
Asp Gly His Leu lie Lys Cys Tyr Lys Gin Gly Tyr Leu Pro His Pro 
435 440 445 

act gat gtt cat aaa tat tta gtt tgt gaa tat att gec aca cca aac 
Thr Asp Val His Lys Tyr Leu Val Cys Glu Tyr lie Ala Thr Pro Asn 
450 455 460 



ggt ggt tgg tgg gta cac att atg gat tgt cca aaa gga act aga tgg 
Gly Gly Trp Trp Val His lie Met Asp Cys Pro Lys Gly Thr Arg Trp 
465 470 475 480 

cac gca aca tta aaa aat tgt att caa gaa 
His Ala Thr Leu Lys Asn Cys lie Gin Glu 
485 490 



<210> 41 
<211> 490 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 41 

Ala Thr Lys Arg Asp His Asn Asn Tyr Ser Lys Asn Pro Met Arg lie 
15 10 15 

Val Cys Tyr Val Gly Thr Trp Ser Val Tyr His Lys Val Asp Pro Tyr 
20 25 30 

Thr lie Glu Asp lie Asp Pro Phe Lys Cys Thr His Leu Met Tyr Gly 
35 40 45 

Phe Ala Lys lie Asp Glu Tyr Lys Tyr Thr lie Gin Val Phe Asp Pro 
50 55 60 

Phe Gin Asp Asp Asn His Asn Ser Trp Glu Lys His Gly Tyr Glu Arg 
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65 



70 



75 



80 



Phe Asn Asn Leu Arg Leu Lys Asn Pro Glu Leu Thr Thr Met lie Ser 
85 90 95 

Leu Gly Gly Trp Tyr Glu Gly Ser Glu Lys Tyr Ser Asp Met Ala Ala 
100 105 110 

Asn Pro Thr Tyr Arg Gin Gin Phe Val Gin Ser Val Leu Asp Phe Leu 
115 120 125 

Gin Glu Tyr Lys Phe Asp Gly Leu Asp Leu Asp Trp Glu Tyr Pro Gly 
130 135 140 

Ser Arg Leu Gly Asn Pro Lys lie Asp Lys Gin Asn Tyr Leu Thr Leu 
145 150 155 160 

Val Arg Glu Leu Lys Glu Ala Phe Glu Pro Phe Gly Tyr Leu Leu Thr 
165 170 175 

Ala Ala Val Ser Pro Gly Lys Asp Lys lie Asp Val Ala Tyr Glu Leu 
180 185 190 

Lys Glu Leu Asn Gin Leu Phe Asp Trp Met Asn Val Met Thr Tyr Asp 
195 200 205 

Tyr His Gly Gly Trp Glu Asn Val Phe Gly His Asn Ala Pro Leu Tyr 
210 215 220 

Lys Arg Pro Asp Glu Thr Asp Glu Leu His Thr Tyr Phe Asn Val Asn 
225 230 235 240 

Tyr Thr Met His Tyr Tyr Leu Asn Asn Gly Ala Thr Arg Asp Lys Leu 
245 250 255 

Val Met Gly Val Pro Phe Tyr Gly Arg Ala Trp Ser lie Glu Asp Arg 
260 265 270 

Ser Lys Val Lys Leu Gly Asp Pro Ala Lys Gly Met Ser Pro Pro Gly 
275 280 285 

Phe lie Thr Gly Glu Glu Gly Val Leu Ser Tyr lie Glu Leu Cys Gin 
290 295 300 

Leu Phe Gin Lys Glu Glu Trp His lie Gin Tyr Asp Glu Tyr Tyr Asn 
305 310 315 320 

Ala Pro Tyr Gly Tyr Asn Asp Lys lie Trp Val Gly Tyr Asp Asp Leu 
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330 



335 



Ala Ser lie Ser 
340 

Gly Val Met lie 
355 

Gly Pro Lys Tyr 
370 

Asp Glu Lys Asn 
385 

Pro Thr Pro Thr 



Thr Thr Thr Asp 
420 

Asp Gly His Leu 
435 

Thr Asp Val His 
450 

Gly Gly Trp Trp 
465 

His Ala Thr Leu 



Cys Lys Leu Ala 



Trp Ser Leu Glu 
360 

Pro Leu Leu Asn 
375 

Ser Tyr Glu Cys 
390 

Thr Pro Ser Thr 
405 

Ser Thr Ser Glu 



lie Lys Cys Tyr 
440 

Lys Tyr Leu Val 
455 

Val His He Met 
470 

Lys Asn Cys He 
485 



Phe Leu Lys Glu 
345 

Asn Asp Asp Phe 



Lys Val His Asn 
380 

Leu Leu Gly Pro 
395 

Thr Ser Thr Thr 
410 

Thr Pro Lys Tyr 
425 

Lys Gin Gly Tyr 



Cys Glu Tyr He 
460 

Asp Cys Pro Lys 
475 

Gin Glu 
490 



Leu Gly Val Ser 
350 

Lys Gly His Cys 
365 

Met He Asn Gly 



Ser Thr Thr Thr 
400 

Thr Pro Thr Pro 
415 

Thr Thr Tyr He 
430 

Leu Pro His Pro 
445 

Ala Thr Pro Asn 



Gly Thr Arg Trp 
480 



<210> 42 
<211> 1470 
<212> DNA 

<213> Dermatophagoides farinae 
<400> 42 

ttcttgaata caatttttta atgttgcgtg ccatctagtt ccttttggac aatccataat 60 
gtgtacccac caaccaccgt ttggtgtggc aatatattca caaactaaat atttatgaac 120 
atcagttgga tgtggaagat aaccttgttt atagcattta atcaaatgtc catcaatata 180 
cgtagtgtat tttggtgttt cgcttgtgct atcggtggtg gtaggcgttg gtgtggtagt 240 
cgaagtagtt gacggggtgg ttggtgttgg tgtggttgta cttgggccca aaagacattc 3 00 
gtaagagttc ttttcatcac cattgatcat attgtgaact ttgttcaaca atggatattt 3 60 
cggtccgcaa tgacctttga aatcatcgtt ttccaatgac catatcataa cgccagagac 420 
gcccaattct ttgagaaagg ccaacttgca tgatatacta gccagatcat cgtaaccaac 480 



ccagatttta tcattatatc cgtatggagc attgtaatat tcatcgtatt gaatatgcca 540 
ttcttctttc tggaataact gacacaattc gatgtatgag agaacacctt cttcaccagt 600 
aataaaacca ggaggagaca tgcctttggc cggatcgcca agtttgactt tgcttcgatc 660 
ttcgatgctc caagcacgac catagaatgg aacacccata acaagtttgt ctcgagtagc 720 
gccattgttc aaataatagt gcatggtgta gttgacattg aagtaagtgt gcaattcatc 780 
cgtttcatcg ggtcgtttat acaacggagc attatggccg aaaacatttt cccatccgcc 840 
atggtaatca taagtcatga cattcatcca atcgaacaat tggttcaatt ctttgagctc 900 
ataagctacg tcaattttat ctttaccggg tgatactgcg gcagtcaaca agtagccgaa 960 
aggttcaaat gcctctttaa gttctctaac taatgttaaa tagttttgtt tatcgatttt 1020 
aggattgcct aaccgtgatc caggatattc ccaatccaaa tctaggccat cgaatttgta 1080 
ttcttgcaaa aagtccaaaa ctgattgaac aaattgctga cgatatgttg gattggctgc 1140 
catatccgaa tatttttctg aaccttcata ccaaccaccc aatgaaatca tggtggtcaa 1200 
ttctggattc ttcaatctca agttgttgaa acgttcatac ccgtgttttt cccatgagtt 1260 
atggttatca tcttgaaatg gatcaaaaac ttgaatggtg tatttgtatt catcgatttt 1320 
agcaaaacca tacatcaaat gagtacattt gaaaggatca atatcttcaa ttgtgtatgg 13 80 
atcaacttta tgataaacgg accatgttcc aacataacat acgattcgca ttggattttt 1440 
cgaataatta ttgtgatctc gtttagtggc 1470 



O <210> 43 
*jf <211> 510 

^ <212> DNA 

0 § 

-ej <213> Derma tophagoxdes fannae 

is s 

<220> 
U <221> CDS 

<222> (1) . . (510) 

o 

\tj <400> 43 

gat atg gaa cat ttt aca caa cat aag ggc aac gcc aaa gcc atg ate 48 
HF Asp Met Glu His Phe Thr Gin His Lys Gly Asn Ala Lys Ala Met lie 

J™ 1 3 

^ 1 5 10 15 

O 

gcc gtc ggt ggt teg act atg tec gat caa ttt tec aag act gca gcg 96 
Ala Val Gly Gly Ser Thr Met Ser Asp Gin Phe Ser Lys Thr Ala Ala 
20 25 30 

gta gaa cat tat egg gaa acg ttt gtt gtt age aca gtt gat ctt atg 144 
Val Glu His Tyr Arg Glu Thr Phe Val Val Ser Thr Val Asp Leu Met 
35 40 45 

act cgt tat ggt ttc gat ggt gtc atg att gat tgg tct ggc atg caa 192 
Thr Arg Tyr Gly Phe Asp Gly Val Met lie Asp Trp Ser Gly Met Gin 
50 55 60 

gcc aaa gat agt gat aat ttc att aaa ttg ttg gac aaa ttc gac gaa 240 
Ala Lys Asp Ser Asp Asn Phe lie Lys Leu Leu Asp Lys Phe Asp Glu 
65 70 75 80 



44 



III 



aag ttt get cac acc teg ttt gtg atg ggt gtt ace ttg ccg gca acg 288 
Lys Phe Ala His Thr Ser Phe Val Met Gly Val Thr Leu Pro Ala Thr 
85 90 95 

ate gca tea tac gat aac tat aac att cct gee ate tec aac tat gtc 336 
lie Ala Ser Tyr Asp Asn Tyr Asn lie Pro Ala lie Ser Asn Tyr Val 
100 105 110 

gat ttt atg aac gtg ctt agt ctg gat tac act gga tea tgg gee cat 3 84 
Asp Phe Met Asn Val Leu Ser Leu Asp Tyr Thr Gly Ser Trp Ala His 
115 120 125 

acg gtc ggt cat get tct ccg ttt cct gaa caa etc aaa acg eta gaa 432 
Thr Val Gly His Ala Ser Pro Phe Pro Glu Gin Leu Lys Thr Leu Glu 
130 135 140 

get tac cac aaa cga ggc get cca cgt cat aag atg gtc atg get gta 480 
Ala Tyr His Lys Arg Gly Ala Pro Arg His Lys Met Val Met Ala Val 
145 150 155 160 

cca ttt tat gca cgt acc tgg att etc gag 510 
Pro Phe Tyr Ala Arg Thr Trp lie Leu Glu 
165 170 



, <210> 44 
Q <211> 170 
,jy <212> PRT 

<213> Dermatophagoides farinae 

O <400> 44 

U Asp Met Glu His Phe Thr Gin His Lys Gly Asn Ala Lys Ala Met lie 
15 10 15 

Ala Val Gly Gly Ser Thr Met Ser Asp Gin Phe Ser Lys Thr Ala Ala 
20 25 30 

Val Glu His Tyr Arg Glu Thr Phe Val Val Ser Thr Val Asp Leu Met 
35 40 45 

Thr Arg Tyr Gly Phe Asp Gly Val Met lie Asp Trp Ser Gly Met Gin 
50 55 60 

Ala Lys Asp Ser Asp Asn Phe lie Lys Leu Leu Asp Lys Phe Asp Glu 
65 70 75 80 

Lys Phe Ala His Thr Ser Phe Val Met Gly Val Thr Leu Pro Ala Thr 
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85 90 95 

lie Ala Ser Tyr Asp Asn Tyr Asn lie Pro Ala lie Ser Asn Tyr Val 
100 105 110 

Asp Phe Met Asn Val Leu Ser Leu Asp Tyr Thr Gly Ser Trp Ala His 
115 120 125 

Thr Val Gly His Ala Ser Pro Phe Pro Glu Gin Leu Lys Thr *Leu Glu 
130 135 140 

Ala Tyr His Lys Arg Gly Ala Pro Arg His Lys Met Val Met Ala Val 
145 150 155 160 

Pro Phe Tyr Ala Arg Thr Trp lie Leu Glu 
165 170 



U <210> 45 
■S <211> 510 
JiJ <212> DNA 

■f: <213> Dermatophagoides farinae 

m 

<400> 45 

j.j ctcgagaatc caggtacgtg cataaaatgg tacagccatg accatcttat gacgtggagc 60 

gcctcgtttg tggtaagctt ctagcgtttt gagttgttca ggaaacggag aagcatgacc 12 0 
p gaccgtatgg gcccatgatc cagtgtaatc cagactaagc acgttcataa aatcgacata 180 
\Q gttggagatg gcaggaatgt tatagttatc gtatgatgcg atcgttgccg gcaaggtaac 240 
{=£ acccatcaca aacgaggtgt gagcaaactt ttcgtcgaat ttgtccaaca atttaatgaa 300 
:p attatcacta tctttggctt gcatgccaga ccaatcaatc atgacaccat cgaaaccata 3 60 
P acgagtcata agatcaactg tgctaacaac aaacgtttcc cgataatgtt ctaccgctgc 420 
^ agtcttggaa aattgatcgg acatagtcga accaccgacg gcgatcatgg ctttggcgtt 480 
gcccttatgt tgtgtaaaat gttccatatc 510 



<210> 46 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<220> 

<223> At location 15, n = a, c t or g 
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gaaccaaaaa chgtntgyta ytayg 

<210> 47 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 47 

gtaaaacgac ggccagt 

<210> 48 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 48 

gatatggaac atttyachca acayaargg 

<210> 49 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primer 

<400> 49 

gtaatacgac tcactatagg gc 

<210> 50 
<211> 1445 
<212> DNA 

<213> Dermatophagoides farinae 
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U 5 



<220> 
<221> CDS 
<222> (14) . . (1399) 

<400> 50 

atcccaaata aaa atg act cga ttc tct ttg act gta ttg gcc gta ctt 49 

Met Thr Arg Phe Ser Leu Thr Val Leu Ala Val Leu 
15 10 

gcc get tgt ttc ggt tea aat att cgt ccg aat gtg gca act ttg gaa 97 
Ala Ala Cys Phe Gly Ser Asn lie Arg Pro Asn Val Ala Thr Leu Glu 
15 20 25 

cct aaa act gta tgt tac tat gaa tct tgg gta cat tgg cgc caa ggt 145 
Pro Lys Thr Val Cys Tyr Tyr Glu Ser Trp Val His Trp Arg Gin Gly 
30 35 40 

gaa ggc aaa atg gat ccc gaa gac ata gat aca teg ttg tgt act cac 193 
Glu Gly Lys Met Asp Pro Glu Asp lie Asp Thr Ser Leu Cys Thr His 
45 50 55 60 

att gtc tac tct tat ttc ggc att gat get gcc act cat gag att aaa 241 
lie Val Tyr Ser Tyr Phe Gly lie Asp Ala Ala Thr His Glu lie Lys 
;Z 65 70 75 

a Li 

\ H_| 

jjl eta ttg gat gaa tat ctt atg aaa gat tta cat gac atg gaa cat ttc 2 89 
B . Leu Leu Asp Glu Tyr Leu Met Lys Asp Leu His Asp Met Glu His Phe 
Q 80 85 90 

acg cag cat aag ggc aac gcc aaa gcc atg ate gcc gtc ggt ggt teg 337 
,p Thr Gin His Lys Gly Asn Ala Lys Ala Met lie Ala Val Gly Gly Ser 
0 95 100 105 

Q 

act atg tec gat caa ttt tec aag act gca gcg gta gaa cat tat egg 3 85 

Thr Met Ser Asp Gin Phe Ser Lys Thr Ala Ala Val Glu His Tyr Arg 
110 115 120 

gaa acg ttt gtt gtt age aca gtt gat ctt atg act cgt tat ggt ttc 433 
Glu Thr Phe Val Val Ser Thr Val Asp Leu Met Thr Arg Tyr Gly Phe 
125 130 135 140 

gat ggt gtc atg att gat tgg tct ggc atg caa gcc aaa gat agt gat 481 
Asp Gly Val Met lie Asp Trp Ser Gly Met Gin Ala Lys Asp Ser Asp 
145 150 155 

aat ttc att aaa ttg ttg gac aaa ttc gac gaa aag ttt get cac acc 529 
Asn Phe lie Lys Leu Leu Asp Lys Phe Asp Glu Lys Phe Ala His Thr 
160 165 170 
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teg ttt gtg atg ggt gtt acc ttg ccg gca acg ate gca tea tac gat 577 
Ser Phe Val Met Gly Val Thr Leu Pro Ala Thr lie Ala Ser Tyr Asp 
175 180 185 

aac tat aac att cct gee ate tec aac tat gtc gat ttt atg aac gtg 625 
Asn Tyr Asn lie Pro Ala lie Ser Asn Tyr Val Asp Phe Met Asn Val 
190 195 200 

ctt agt ctg gat tac act gga tea tgg gec cat acg gtc ggt cat get 673 
Leu Ser Leu Asp Tyr Thr Gly Ser Trp Ala His Thr Val Gly His Ala 
205 210 215 220 

tct ccg ttt cct gaa caa etc aaa acg eta gaa get tac cac aaa cga 721 
Ser Pro Phe Pro Glu Gin Leu Lys Thr Leu Glu Ala Tyr His Lys Arg 
225 230 235 

ggc get cca cgt cat aag atg gtc atg get gta cca ttt tat gca cgt 769 
Gly Ala Pro Arg His Lys Met Val Met Ala Val Pro Phe Tyr Ala Arg 
P 240 245 250 

*B 

ill 

!i; acc tgg att etc gag aaa atg aac aaa cag gac att ggc gat aaa get 817 
]il Thr Trp lie Leu Glu Lys Met Asn Lys Gin Asp lie Gly Asp Lys Ala 

LH 255 260 265 

j M 

jsl agt gga cca ggc cca cga ggt cag ttt aca cag act gat ggt ttc ctt 865 
s , Ser Gly Pro Gly Pro Arg Gly Gin Phe Thr Gin Thr Asp Gly Phe Leu 
p 270 275 280 

age tac aac gaa ttg tgc gtt cag att cag gee gaa acg aat gca ttc 913 
:C Ser Tyr Asn Glu Leu Cys Val Gin lie Gin Ala Glu Thr Asn Ala Phe 

O 285 290 295 300 

O 

acc att act cgt gat cat gat aat acc gca att tac get gtc tat gtg 961 
Thr lie Thr Arg Asp His Asp Asn Thr Ala lie Tyr Ala Val Tyr Val 
305 310 315 

cat age aac cat gca gaa tgg ate tct ttc gaa gac cga cat aca ctt 1009 
His Ser Asn His Ala Glu Trp lie Ser Phe Glu Asp Arg His Thr Leu 
320 325 330 

ggt gaa aaa gca aaa aac ata acc caa caa gga tat get gga atg tea 1057 
Gly Glu Lys Ala Lys Asn lie Thr Gin Gin Gly Tyr Ala Gly Met Ser 
335 340 345 

gtc tac aca ttg tec aac gaa gat gtg cac ggc gtt tgt ggt gat aaa 1105 
Val Tyr Thr Leu Ser Asn Glu Asp Val His Gly Val Cys Gly Asp Lys 
350 355 360 

49 



y s 

Hi 



aac cct ttg ttg cat get ate caa teg aac tat tat cat ggc gtg gta 1153 
Asn Pro Leu Leu His Ala lie Gin Ser Asn Tyr Tyr His Gly Val Val 
365 370 375 380 

acc gaa ccg acc gtc gtt aca ctt cct cca gtc aca cat aca aca gaa 1201 
Thr Glu Pro Thr Val Val Thr Leu Pro Pro Val Thr His Thr Thr Glu 
385 390 395 

cat gtg acc gat ata cca ggc gtg ttt cat tgc cat gaa gaa gga ttc 1249 
His Val Thr Asp lie Pro Gly Val Phe His Cys His Glu Glu Gly Phe 
400 405 410 

ttc cgc gat aag acc tat tgt gee aca tac tac gaa tgc aaa aaa ggc 1297 
Phe Arg Asp Lys Thr Tyr Cys Ala Thr Tyr Tyr Glu Cys Lys Lys Gly 
415 420 425 

gat ttt gga ctg gag aaa acc gtg cat cat tgt gee aat cac tta cag 1345 
Asp Phe Gly Leu Glu Lys Thr Val His His Cys Ala Asn His Leu Gin 
430 435 440 

gca ttt gac gaa gta agt egg aca tgt att gat cat acc aaa ata ccc 13 93 
Ala Phe Asp Glu Val Ser Arg Thr Cys lie Asp His Thr Lys lie Pro 
445 450 455 460 

ggt tgt tgaatacaaa taaaattaca atcactttaa aaaaaaaaaa aaaaaa 1445 
Gly Cys 



{*& <210> 51 
jl <211> 462 
O <212> PRT 

O <213> Dermatophagoides farinae 
<400> 51 

Met Thr Arg Phe Ser Leu Thr Val Leu Ala Val Leu Ala Ala Cys Phe 
15 10 15 

Gly Ser Asn lie Arg Pro Asn Val Ala Thr Leu Glu Pro Lys Thr Val 
20 25 30 

Cys Tyr Tyr Glu Ser Trp Val His Trp Arg Gin Gly Glu Gly Lys Met 
35 40 45 

Asp Pro Glu Asp lie Asp Thr Ser Leu Cys Thr His lie Val Tyr Ser 
50 55 60 

Tyr Phe Gly lie Asp Ala Ala Thr His Glu lie Lys Leu Leu Asp Glu 
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Tyr Leu Met Lys Asp Leu His Asp Met Glu His Phe Thr Gin His Lys 
85 90 95 

Gly Asn Ala Lys Ala Met lie Ala Val Gly Gly Ser Thr Met Ser Asp 
100 105 110 

Gin Phe Ser Lys Thr Ala Ala Val Glu His Tyr Arg Glu Thr Phe Val 
115 120 125 

Val Ser Thr Val Asp Leu Met Thr Arg Tyr Gly Phe Asp Gly Val Met 
130 135 140 

lie Asp Trp Ser Gly Met Gin Ala Lys Asp Ser Asp Asn Phe lie Lys 
145 150 155 160 

Leu Leu Asp Lys Phe Asp Glu Lys Phe Ala His Thr Ser Phe Val Met 
165 170 175 

Gly Val Thr Leu Pro Ala Thr lie Ala Ser Tyr Asp Asn Tyr Asn lie 
180 185 190 

Pro Ala lie Ser Asn Tyr Val Asp Phe Met Asn Val Leu Ser Leu Asp 
195 200 205 

Tyr Thr Gly Ser Trp Ala His Thr Val Gly His Ala Ser Pro Phe Pro 
210 215 220 

Glu Gin Leu Lys Thr Leu Glu Ala Tyr His Lys Arg Gly Ala Pro Arg 
225 230 235 240 



His Lys Met Val Met Ala Val Pro Phe Tyr Ala Arg Thr Trp lie Leu 
245 250 255 



Glu Lys Met Asn Lys Gin Asp lie Gly Asp Lys Ala Ser Gly Pro Gly 
260 265 270 

Pro Arg Gly Gin Phe Thr Gin Thr Asp Gly Phe Leu Ser Tyr Asn Glu 
275 280 285 

Leu Cys Val Gin lie Gin Ala Glu Thr Asn Ala Phe Thr lie Thr Arg 
290 295 300 

Asp His Asp Asn Thr Ala lie Tyr Ala Val Tyr Val His Ser Asn His 
305 310 315 320 



Ala Glu Trp lie Ser Phe Glu Asp Arg His Thr Leu Gly Glu Lys Ala 
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325 330 335 

Lys Asn lie Thr Gin Gin Gly Tyr Ala Gly Met Ser Val Tyr Thr Leu 
340 345 350 

Ser Asn Glu Asp Val His Gly Val Cys Gly Asp Lys Asn Pro Leu Leu 
' 355 360 365 

His Ala lie Gin Ser Asn Tyr Tyr His Gly Val Val Thr Glu Pro Thr 
370 375 380 

Val Val Thr Leu Pro Pro Val Thr His Thr Thr Glu His Val Thr Asp 
385 390 395 400 

lie Pro Gly Val Phe His Cys His Glu Glu Gly Phe Phe Arg Asp Lys 
405 410 415 

Thr Tyr Cys Ala Thr Tyr Tyr Glu Cys Lys Lys Gly Asp Phe Gly Leu 
420 425 . 430 

M 

*0 Glu Lys Thr Val His His Cys Ala Asn His Leu Gin Ala Phe Asp Glu 
jjl 435 440 445 

ill 
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Val Ser Arg Thr Cys lie Asp His Thr Lys lie Pro Gly Cys 
450 455 460 



I! 

In <210> 52 
U <211> 1445 
*p <212> DNA 

?□ <213> Dermatophagoides farinae 

O 

<400> 52 

tttttttttt ttttttttaa agtgattgta attttatttg tattcaacaa ccgggtattt 60 

tggtatgatc aatacatgtc cgacttactt cgtcaaatgc ctgtaagtga ttggcacaat 120 

gatgcacggt tttctccagt ccaaaatcgc cttttttgca ttcgtagtat gtggcacaat 180 

aggtcttatc gcggaagaat ccttcttcat ggcaatgaaa cacgcctggt atatcggtca 2 40 

catgttctgt tgtatgtgtg actggaggaa gtgtaacgac ggtcggttcg gttaccacgc 3 00 

catgataata gttcgattgg atagcatgca acaaagggtt tttatcacca caaacgccgt 3 60 

gcacatcttc gttggacaat gtgtagactg acattccagc atatccttgt tgggttatgt 420 

tttttgcttt ttcaccaagt gtatgtcggt cttcgaaaga gatccattct gcatggttgc 480 

tatgcacata gacagcgtaa attgcggtat tatcatgatc acgagtaatg gtgaatgcat 540 

tcgtttcggc ctgaatctga acgcacaatt cgttgtagct aaggaaacca tcagtctgtg 600 

taaactgacc tcgtgggcct ggtccactag ctttatcgcc aatgtcctgt ttgttcattt 660 

tctcgagaat ccaggtacgt gcataaaatg gtacagccat gaccatctta tgacgtggag 720 

cgcctcgttt gtggtaagct tctagcgttt tgagttgttc aggaaacgga gaagcatgac 780 

cgaccgtatg ggcccatgat ccagtgtaat ccagactaag cacgttcata aaatcgacat 840 
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agttggagat ggcaggaatg ttatagttat cgtatgatgc gatcgttgcc ggcaaggtaa 900 

cacccatcac aaacgaggtg tgagcaaact tttcgtcgaa tttgtccaac aatttaatga 960 

aattatcact atctttggct tgcatgccag accaatcaat catgacacca tcgaaaccat 1020 

aacgagtcat aagatcaact gtgctaacaa caaacgtttc ccgataatgt tctaccgctg 1080 

cagtcttgga aaattgatcg gacatagtcg aaccaccgac ggcgatcatg gctttggcgt 1140 

tgcccttatg ctgcgtgaaa tgttccatgt catgtaaatc tttcataaga tattcatcca 1200 

atagtttaat ctcatgagtg gcagcatcaa tgccgaaata agagtagaca atgtgagtac 1260 

acaacgatgt atctatgtct tcgggatcca ttttgccttc accttggcgc caatgtaccc 1320 

aagattcata gtaacataca gttttaggtt ccaaagttgc cacattcgga cgaatatttg 1380 

aaccgaaaca agcggcaagt acggccaata cagtcaaaga gaatcgagtc atttttattt 1440 
gggat 1445 



<210> 53 
<211> 1386 
<212> DNA 

<213> Dermatophagoides farinae 
<400> 53 

atgactcgat tctctttgac tgtattggcc gtacttgccg cttgtttcgg ttcaaatatt 60 

cgtccgaatg tggcaacttt ggaacctaaa actgtatgtt actatgaatc ttgggtacat 12 0 

tggcgccaag gtgaaggcaa aatggatccc gaagacatag atacatcgtt gtgtactcac 180 

attgtctact cttatttcgg cattgatgct gccactcatg agattaaact attggatgaa 240 

tatcttatga aagatttaca tgacatggaa catttcacgc agcataaggg caacgccaaa 300 

gccatgatcg ccgtcggtgg ttcgactatg tccgatcaat tttccaagac tgcagcggta 3 60 

gaacattatc gggaaacgtt tgttgttagc acagttgatc ttatgactcg ttatggtttc 420 

gatggtgtca tgattgattg gtctggcatg caagccaaag atagtgataa tttcattaaa 480 

ttgttggaca aattcgacga aaagtttgct cacacctcgt ttgtgatggg tgttaccttg 540 

ccggcaacga tcgcatcata cgataactat aacattcctg ccatctccaa ctatgtcgat 600 

tttatgaacg tgcttagtct ggattacact ggatcatggg cccatacggt cggtcatgct 660 

tctccgtttc ctgaacaact caaaacgcta gaagcttacc acaaacgagg cgctccacgt 720 

cataagatgg tcatggctgt accattttat gcacgtacct ggattctcga gaaaatgaac 780 

aaacaggaca ttggcgataa agctagtgga ccaggcccac gaggtcagtt tacacagact 840 

gatggtttcc ttagctacaa cgaattgtgc gttcagattc aggccgaaac gaatgcattc 900 

accattactc gtgatcatga taataccgca atttacgctg tctatgtgca tagcaaccat 960 

gcagaatgga tctctttcga agaccgacat acacttggtg aaaaagcaaa aaacataacc 1020 

caacaaggat atgctggaat gtcagtctac acattgtcca acgaagatgt gcacggcgtt 1080 

tgtggtgata aaaacccttt gttgcatgct atccaatcga actattatca tggcgtggta 1140 

accgaaccga ccgtcgttac acttcctcca gtcacacata caacagaaca tgtgaccgat 1200 

ataccaggcg tgtttcattg ccatgaagaa ggattcttcc gcgataagac ctattgtgcc 12 60 

acatactacg aatgcaaaaa aggcgatttt ggactggaga aaaccgtgca tcattgtgcc 1320 

aatcacttac aggcatttga cgaagtaagt cggacatgta ttgatcatac caaaataccc 13 80 
ggttgt 1386 



<210> 54 
<211> 1386 
<212> DNA 
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<213> Dermatophagoides farinae 



<400> 54 

acaaccgggt attttggtat gatcaataca tgtccgactt acttcgtcaa atgcctgtaa 60 
gtgattggca caatgatgca cggttttctc cagtccaaaa tcgccttttt tgcattcgta 120 
gtatgtggca caataggtct tatcgcggaa gaatccttct tcatggcaat gaaacacgcc 180 
tggtatatcg gtcacatgtt ctgttgtatg tgtgactgga ggaagtgtaa cgacggtcgg 240 
ttcggttacc acgccatgat aatagttcga ttggatagca tgcaacaaag ggtttttatc 300 
accacaaacg ccgtgcacat cttcgttgga caatgtgtag actgacattc cagcatatcc 3 60 
ttgttgggtt atgttttttg ctttttcacc aagtgtatgt cggtcttcga aagagatcca 420 
ttctgcatgg ttgctatgca catagacagc gtaaattgcg gtattatcat gatcacgagt 480 
aatggtgaat gcattcgttt cggcctgaat ctgaacgcac aattcgttgt agctaaggaa 540 
accatcagtc tgtgtaaact gacctcgtgg gcctggtcca ctagctttat cgccaatgtc 600 
ctgtttgttc attttctcga gaatccaggt acgtgcataa aatggtacag ccatgaccat 660 
cttatgacgt ggagcgcctc gtttgtggta agcttctagc gttttgagtt gttcaggaaa 720 
cggagaagca tgaccgaccg tatgggccca tgatccagtg taatccagac taagcacgtt 7 80 
cataaaatcg acatagttgg agatggcagg aatgttatag ttatcgtatg atgcgatcgt 840 
tgccggcaag gtaacaccca tcacaaacga ggtgtgagca aacttttcgt cgaatttgtc 9 00 
caacaattta atgaaattat cactatcttt ggcttgcatg ccagaccaat caatcatgac 960 
accatcgaaa ccataacgag tcataagatc aactgtgcta acaacaaacg tttcccgata 1020 
atgttctacc gctgcagtct tggaaaattg atcggacata gtcgaaccac cgacggcgat 108 0 
catggctttg gcgttgccct tatgctgcgt gaaatgttcc atgtcatgta aatctttcat 1140 
aagatattca tccaatagtt taatctcatg agtggcagca tcaatgccga aataagagta 1200 
gacaatgtga gtacacaacg atgtatctat gtcttcggga tccattttgc cttcaccttg 1260 
gcgccaatgt acccaagatt catagtaaca tacagtttta ggttccaaag ttgccacatt 132 0 
cggacgaata tttgaaccga aacaagcggc aagtacggcc aatacagtca aagagaatcg 13 80 
agtcat 1386 



<210> 55 
<211> 1236 
<212> DNA 

<213> Dermatophagoides farinae 

<220> 

<221> CDS 

<222> (1) . . (1236) 

<400> 55 

act ttg gaa cct aaa act gta tgt tac tat gaa tct tgg gta cat tgg 48 
Thr Leu Glu Pro Lys Thr Val Cys Tyr Tyr Glu Ser Trp Val His Trp 
15 10 15 

cgc caa ggt gaa ggc aaa atg gat ccc gaa gac ata gat aca teg ttg 96 
Arg Gin Gly Glu Gly Lys Met Asp Pro Glu Asp lie Asp Thr Ser Leu 
20 25 30 

tgt act cac att gtc tac tct tat ttc ggc att gat get gec act cat 144 
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Cys Thr His lie Val Tyr Ser Tyr Phe Gly He Asp Ala Ala Thr His 
35 40 45 

gag att aaa eta ttg gat gaa tat ctt atg aaa gat tta cat gac atg 192 
Glu He Lys Leu Leu Asp Glu Tyr Leu Met Lys Asp Leu His Asp Met 
50 55 60 

gaa cat ttc acg cag cat aag ggc aac gec aaa gec atg ate gec gtc 240 
Glu His Phe Thr Gin His Lys Gly Asn Ala Lys Ala Met He Ala Val 
65 70 75 80 

ggt ggt teg act atg tec gat caa ttt tec aag act gca gcg gta gaa 288 
Gly Gly Ser Thr Met Ser Asp Gin Phe Ser Lys Thr Ala Ala Val Glu 
85 90 95 

cat tat egg gaa acg ttt gtt gtt age aca gtt gat ctt atg act cgt 336 
His Tyr Arg Glu Thr Phe Val Val Ser Thr Val Asp Leu Met Thr Arg 
100 105 110 

tat ggt ttc gat ggt gtc atg att gat tgg tct ggc atg caa gec aaa 3 84 
Tyr Gly Phe Asp Gly Val Met He Asp Trp Ser Gly Met Gin Ala Lys 
115 120 125 

gat agt gat aat ttc att aaa ttg ttg gac aaa ttc gac gaa aag ttt 432 
Asp Ser Asp Asn Phe He Lys Leu Leu Asp Lys Phe Asp Glu Lys Phe 
130 135 140 

get cac acc teg ttt gtg atg ggt gtt acc ttg ccg gca acg ate gca 480 
Ala His Thr Ser Phe Val Met Gly Val Thr Leu Pro Ala Thr He Ala 
145 150 155 160 

tea tac gat aac tat aac att cct gee ate tec aac tat gtc gat ttt 528 
Ser Tyr Asp Asn Tyr Asn He Pro Ala He Ser Asn Tyr Val Asp Phe 
165 170 175 

atg aac gtg ctt agt ctg gat tac act gga tea tgg gee cat acg gtc 576 
Met Asn Val Leu Ser Leu Asp Tyr Thr Gly Ser Trp Ala His Thr Val 
180 185 190 

ggt cat get tct ccg ttt cct gaa caa etc aaa acg eta gaa get tac 624 
Gly His Ala Ser Pro Phe Pro Glu Gin Leu Lys Thr Leu Glu Ala Tyr 
195 200 205 

cac aaa cga ggc get cca cgt cat aag atg gtc atg get gta cca ttt 672 
His Lys Arg Gly Ala Pro Arg His Lys Met Val Met Ala Val Pro Phe 
210 215 220 

tat gca cgt acc tgg att etc gag aaa atg aac aaa cag gac att ggc 720 
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Tyr Ala Arg Thr Trp lie Leu Glu Lys Met Asn Lys Gin Asp lie Gly 
225 230 235 240 



gat aaa get agt gga cca ggc cca cga ggt cag ttt aca cag act gat 
Asp Lys Ala Ser Gly Pro Gly Pro Arg Gly Gin Phe Thr Gin Thr Asp 
245 250 255 

ggt ttc ctt age tac aac gaa ttg tgc gtt cag att cag gee gaa acg 
Gly Phe Leu Ser Tyr Asn Glu Leu Cys Val Gin lie Gin Ala Glu Thr 
260 265 270 

aat gca ttc acc att act cgt gat cat gat aat acc gca att tac get 
Asn Ala Phe Thr lie Thr Arg Asp His Asp Asn Thr Ala lie Tyr Ala 
275 280 285 

gtc tat gtg cat age aac cat gca gaa tgg ate tct ttc gaa gac cga 
Val Tyr Val His Ser Asn His Ala Glu Trp lie Ser Phe Glu Asp Arg 
290 295 300 

cat aca ctt ggt gaa aaa gca aaa aac ata acc caa caa gga tat get 
His Thr Leu Gly Glu Lys Ala Lys Asn lie Thr Gin Gin Gly Tyr Ala 
305 310 315 320 

gga atg tea gtc tac aca ttg tec aac gaa gat gtg cac ggc gtt tgt 
Gly Met Ser Val Tyr Thr Leu Ser Asn Glu Asp Val His Gly Val Cys 
325 330 335 

ggt gat aaa aac cct ttg ttg cat get ate caa teg aac tat tat cat 
Gly Asp Lys Asn Pro Leu Leu His Ala lie Gin Ser Asn Tyr Tyr His 
340 345 350 

ggc gtg gta acc gaa ccg acc gtc gtt aca ctt cct cca gtc aca cat 
Gly Val Val Thr Glu Pro Thr Val Val Thr Leu Pro Pro Val Thr His 
355 360 365 

aca aca gaa cat gtg acc gat ata cca ggc gtg ttt cat tgc cat gaa 
Thr Thr Glu His Val Thr Asp lie Pro Gly Val Phe His Cys His Glu 
370 375 380 

gaa gga ttc ttc cgc gat aag acc tat tgt gec aca tac tac gaa tgc 
Glu Gly Phe Phe Arg Asp Lys Thr Tyr Cys Ala Thr Tyr Tyr Glu Cys 
385 390 395 400 



aaa aaa ggc gat ttt gga ctg gag aaa acc gtg cat 
Lys Lys Gly Asp Phe Gly Leu Glu Lys Thr Val His 
405 410 



# » 



<210> 56 
<211> 412 
<212> PRT 

<213> Dermatophagoides farinae 
<400> 56 

Thr Leu Glu Pro Lys Thr Val Cys Tyr Tyr Glu Ser Trp Val His Trp 
15 10 15 

Arg Gin Gly Glu Gly Lys Met Asp Pro Glu Asp lie Asp Thr Ser Leu 
20 25 30 

Cys Thr His lie Val Tyr Ser Tyr Phe Gly lie Asp Ala Ala Thr His 
35 40 45 

Glu lie Lys Leu Leu Asp Glu Tyr Leu Met Lys Asp Leu His Asp Met 
50 55 60 

Glu His Phe Thr Gin His Lys Gly Asn Ala Lys Ala Met lie Ala Val 
65 70 75 80 

Gly Gly Ser Thr Met Ser Asp Gin Phe Ser Lys Thr Ala Ala Val Glu 
85 90 95 

His Tyr Arg Glu Thr Phe Val Val Ser Thr Val Asp Leu Met Thr Arg 
100 105 110 

Tyr Gly Phe Asp Gly Val Met lie Asp Trp Ser Gly Met Gin Ala Lys 
115 120 125 

Asp Ser Asp Asn Phe lie Lys Leu Leu Asp Lys Phe Asp Glu Lys Phe 
130 135 140 

Ala His Thr Ser Phe Val Met Gly Val Thr Leu Pro Ala Thr lie Ala 
145 150 155 160 

Ser Tyr Asp Asn Tyr Asn lie Pro Ala lie Ser Asn Tyr Val Asp Phe 
165 170 175 

Met Asn Val Leu Ser Leu Asp Tyr Thr Gly Ser Trp Ala His Thr Val 
180 185 190 

Gly His Ala Ser Pro Phe Pro Glu Gin Leu Lys Thr Leu Glu Ala Tyr 
195 200 205 

His Lys Arg Gly Ala Pro Arg His Lys Met Val Met Ala Val Pro Phe 
210 215 220 
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Tyr Ala Arg Thr Trp lie Leu Glu Lys Met Asn Lys Gin Asp lie Gly 
225 230 235 240 

Asp Lys Ala Ser Gly Pro Gly Pro Arg Gly Gin Phe Thr Gin Thr Asp 
245 250 255 

Gly Phe Leu Ser Tyr Asn Glu Leu Cys Val Gin lie Gin Ala Glu Thr 
260 265 270 

Asn Ala Phe Thr lie Thr Arg Asp His Asp Asn Thr Ala lie Tyr Ala 
275 280 285 

Val Tyr Val His Ser Asn His Ala Glu Trp lie Ser Phe Glu Asp Arg 
290 295 300 

His Thr Leu Gly Glu Lys Ala Lys Asn lie Thr Gin Gin Gly Tyr Ala 
305 310 315 320 

Gly Met Ser Val Tyr Thr Leu Ser Asn Glu Asp Val His Gly Val Cys 
325 330 335 

Gly Asp Lys Asn Pro Leu Leu His Ala lie Gin Ser Asn Tyr Tyr His 
340 345 350 

Gly Val Val Thr Glu Pro Thr Val Val Thr Leu Pro Pro Val Thr His 
355 360 365 

Thr Thr Glu His Val Thr Asp He Pro Gly Val Phe His Cys His Glu 
370 375 380 

Glu Gly Phe Phe Arg Asp Lys Thr Tyr Cys Ala Thr Tyr Tyr Glu Cys 
385 390 395 400 

Lys Lys Gly Asp Phe Gly Leu Glu Lys Thr Val His 
405 410 



<210> 57 
<211> 1236 
<212> DNA 

<213> Dermatophagoides farinae 
<400> 57 

atgcacggtt ttctccagtc caaaatcgcc 
ggtcttatcg cggaagaatc cttcttcatg 
atgttctgtt gtatgtgtga ctggaggaag 
atgataatag ttcgattgga tagcatgcaa 



ttttttgcat tcgtagtatg tggcacaata 60 
gcaatgaaac acgcctggta tatcggtcac 120 
tgtaacgacg gtcggttcgg ttaccacgcc 180 
caaagggttt ttatcaccac aaacgccgtg 240 
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cacatcttcg ttggacaatg tgtagactga cattccagca tatccttgtt gggttatgtt 3 00 
ttttgctttt tcaccaagtg tatgtcggtc ttcgaaagag atccattctg catggttgct 3 60 
atgcacatag acagcgtaaa ttgcggtatt atcatgatca cgagtaatgg tgaatgcatt 42 0 
cgtttcggcc tgaatctgaa cgcacaattc gttgtagcta aggaaaccat cagtctgtgt 480 
aaactgacct cgtgggcctg gtccactagc tttatcgcca atgtcctgtt tgttcatttt 540 
ctcgagaatc caggtacgtg cataaaatgg tacagccatg accatcttat gacgtggagc 600 
gcctcgtttg tggtaagctt ctagcgtttt gagttgttca ggaaacggag aagcatgacc 660 
gaccgtatgg gcccatgatc cagtgtaatc cagactaagc acgttcataa aatcgacata 72 0 
gttggagatg gcaggaatgt tatagttatc gtatgatgcg atcgttgccg gcaaggtaac 7 80 
acccatcaca aacgaggtgt gagcaaactt ttcgtcgaat ttgtccaaca atttaatgaa 840 
attatcacta tctttggctt gcatgccaga ccaatcaatc atgacaccat cgaaaccata 900 
acgagtcata agatcaactg tgctaacaac aaacgtttcc cgataatgtt ctaccgctgc 960 
agtcttggaa aattgatcgg acatagtcga accaccgacg gcgatcatgg ctttggcgtt 1020 
gcccttatgc tgcgtgaaat gttccatgtc atgtaaatct ttcataagat attcatccaa 1080 
tagtttaatc tcatgagtgg cagcatcaat gccgaaataa gagtagacaa tgtgagtaca 1140 
caacgatgta tctatgtctt cgggatccat tttgccttca ccttggcgcc aatgtaccca 1200 
agattcatag taacatacag ttttaggttc caaagt 123 6 
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